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ビタミン B1 (B1) は糖代謝や ATP 産生に必須な補酵素であり、グルコースをエネル
ギー源とする神経系の機能維持に重要である。B1 欠乏は脚気を引き起こすが、この運






ける神経変性を介して記憶障害が引き起こされることが示唆されている (図 2、Inaba et 
al., 2016) 。しかし、B1 欠乏による海馬神経変性から記憶障害に至るまでの一連のメカ
ニズムは不明である。一方、Mg²⁺は、NMDA 型グルタミン酸受容体における Ca²⁺ 流入
のスイッチ的役割を果てしており、記憶形成に伴う神経可塑性の調節に貢献している
(Mayer et al., 1984; Nowak et al., 1984; Dingledineet al., 1999)。また、他のグループの近年
の研究から、食餌性 Mg²⁺の投与による神経可塑性の増加と海馬依存性記憶能力である
空間記憶の向上が観察されており、Mg²⁺は神経可塑性の正の制御因子として働くことが
示唆されている (Slutsky et al., 2004)。所属研究室では、食餌性 Mg²⁺欠乏させたマウス 
(MgD マウス)の解析が行われ、Mg²⁺欠乏により、海馬の樹状突起スパイン密度には変化
が観察されなかったものの 、B1 欠乏と同様に海馬依存的記憶形成能力の障害が引き起




































第二章 ビタミン B1欠乏誘導性記憶障害の分子機構の解析 
 










1 ) 動物 
 全ての動物は、日本神経科学会による実験動物の飼育及び使用方針に従って遂行した。
C57BL/6N マウス (日本チャールズリバーより購入) 同士を交配させ、得られた同腹仔











2) AIN-93G 飼料 
 米国国立栄養研究所 (AIN; American Institute of Nutrition) によりげっ歯類における飼
料標準ガイドライン作成のために決定された、マウス・ラットの栄養研究用標準試料で
ある AIN-93 飼料を使用した (Reeves et al., 1993, Reeves et al., 1997)。実際には、本学栄
養学科食品生化学研究室の AIN-93G 飼料作製プロトコールを参考に、酒石酸コリン含
有ビタミン混合 (オリエンタル酵母) を用いた、通常飼料を作製した。また、B1 欠乏飼
料は通常飼料のビタミン混合より B1 を除いた組成にて、作製した。 
コーンスターチ 100g (日本クレア) に対して、ビタミン混合 10g (オリエンタル酵母) と
L-シスチン 3.0g (Wako) を加え、撹拌した。さらに、コーンスターチ 100g とミネラル
混合 35g を加えて、撹拌した。次に、ミルクカゼイン 200g (日本クレア) とセルロース
パウダー50g (オリエンタル酵母) を加えて、さらに撹拌した。残りのコーンスターチ
199.986g と α 化コーンスターチ 132g (日本クレア) を加えたのちに、第 3 ブチルヒドロ
キノン 14mg (Wako) をしっかりと溶かした精製ダイズ油 70g (Wako) を加え、油粒がな
くなるまでしっかりと混ぜ合わせた。また、ダイズ油の酸化による劣化を防ぐために、




















3) B1 欠乏処置 
マウスに AIN-93 に対する馴化期間を１週間設けた。その後、マウスに AIN-93 飼料
をベースとした B1 欠乏飼料を給餌した。さらに、B1 欠乏食の、摂食開始と同時に、B1
のアンタゴニストである、ピリチアミン (Sigma) を、0.5mg / kg 量で連日腹腔内投与し、
B1 欠乏状態を誘導した  (Pyrithiamine-induced Thiamine Deficiency diet ; PTD, 処置
Watanabe et al.,1978, Calingasan et al., 1996)。一方、対照群には通常飼料を与え、0.9％生











図 5 B1 欠乏マウス作製のタイムコース。1 週間の馴化期間を設け、その後 AIN-93 を








4) B1 欠乏回復処置 
 B1 欠乏処置を 10 日間行った翌日に、チアミン (Sigma, 100mg / kg) を腹腔内投与し、
通常飼料をマウスに与え、3 週間以上飼育した (図 6)。 
 
 
図 6 B1 欠乏回復マウスのタイムコース。B1 欠乏直後にビタミン B1 を腹腔内投与し
た後、回復期間として 3 週間以上通常飼料を給餌した。 
 
5) ローターロッドテスト (Rotarod test) 
この課題では、徐々に加速するロッド (3 cm in diameter; O’Hara & Co., Ltd.,) からマ
ウスが落下するまでの時間を、運動能力の指標としている。解析を行う部屋でマウスを
飼育ケージに入れたまま、1 時間の群飼静置を行った。その後、マウスを初速 4rpm か
ら終速 40rpm まで 300 秒間かけて徐々に加速するロッド上に乗せ、落ちるまでの時間 







6) RNA 抽出 
 作製した B1 欠乏マウス、B1 欠乏回復マウスから海馬をサンプリングし、Qiagen 社
の RNeasy Mini kit (Qiagen)を用いて RNA 抽出を行った。Agilent 2100 バイオアナライザ 
(Agilent technologies) を用いて、RNA のクオリティーを評価し、RNA Integrity Number 
(RIN) が 8 以上のクオリティーが示されたサンプルのみ逆転写反応に供した。 
 
7) 次世代シーケンサーによる RNA- sequencing (RNA- seq) 解析 
 抽出した RNA1µg より、First Strand cDNA を作製した。その First Strand cDNA を鋳型
とし、dsDNA を作製した後、末端平滑化、3‘末端アデニル化、アダプターライゲーショ
ンを行い、cDNA ライブラリーを作製した (illumina)。作製したライブラリーは PCR 法
で増幅し、バイオアナライザ及び qRT-PCR によるサンプル濃度測定を行い、Qiagen 社
の Hi-seq2500 によるシーケンス解析に供した。その後、B1 欠乏マウス、B1 欠乏回復マ
ウスの RNA-seq の結果から Ingenuity Pathway Analysis (IPA、Qiagen, Luan et al., 2016, 
Yadavalli et al.,2017, 図 7) とリードの数値から Transcript per million を算出し (Wagner et 
al.,2012)、Gene Set Enrichment Analysis (GSEA、Mootha et al.,2003, Subramanian et al.,2005、












図 7 Ingenuity pathway analysis (IPA) による GO 解析。バーの色は z-score の値 (オレン
ジバーは positive z score, ブルーバーは negative z score, グレーは、positive、negative ど
ちらでもない、白は z-score = 0 )を示す。 
 
 
図 8 Gene Set Enrichment Analysis (GSEA) による GO 解析。発現量の増加・減少は、
Normalized enrichment score (NES) で判断する。 
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8) Quantitative Real-time PCR (qRT-PCR) 
Total RNA 1 µg を鋳型に Oligo dT primer と逆転写酵素 (Superscript Ⅲ , Invitrogen) を
用い、逆転写反応させ、cDNA サンプルを作成し、Real-time PCR 法に供した (Nomoto et 
al., 2012, Kida et al.,2002, Fukushima et al., 2008, Hasegawa et al., 2009, Hasegawa et al., 2019)。
Real-time PCR には QuantStudio3 (Thermo fisher scientific) を使用し、検量線法で定量し
た。目的遺伝子の特異的増幅はゲル電気泳動と QuantStudio Design &ソフトウェアの
dissociation curve で確認した。PCR 反応は 25 μl 反応系で Power SYBR Green PCR Master 
Mix を使用した。内部標準には GAPDH を用いた。 
 
使用したプライマー 
GAPDH Fw ATGGCCTTCCGTGTTCCTAC 
GAPDH Rv GCCTGCTTCACCACCTTCTT 
 
TNFα Fw AGCCCCCAGTCTGTATCCTT 
TNFα Rv CTCCCTTTGCAGAACTCAGG 
 
TGFβ1  Fw TGGAGCCTGGACACACAGTA 
TGFβ1 Rv GTTGGACAACTGCTCCACCT 
 
IL1α Fw  GAAGCTCGTCAGGCAGAAGT 
IL1α Rv  GCAACTCCTTCAGCAACACG 
 
IL1β Fw  GGGCTGCTTCCAAACCTTTG 




IL6 Fw   AGTTGCCTTCTTGGGACTGA 
IL6 Rv   TCCACGATTTCCCAGAGAAC 
 
CCL7 Fw  CCACCATGAGGATCTCTGCC 
CCL7 Rv  ATAGCCTCCTCGACCCACTT 
 
CXCL10 Fw  TCCCCATCAGCACCATGAAC 
CXCL10 Rv  CATTCTCACTGGCCCGTCAT 
 
TLR2 Fw  GGGGCTTCACTTCTCTGCTT 
TLR2 Rv  TCACACACCCCAGAAGCATC 
 
IL17RA Fw  ACTCAGAGAACCACAGCTGC 
IL17RA Rv  CTGAAGAAGGGCTGGACCTG 
 
MAPKAPK2 Fw  AACCCAGCAAAAATTCGCCC 
MAPKAPK2 Rv  AATCAGCAGGCACTTCCTCC 
 
SPP1 Fw  CGAGGATTCTGTGGACTCGG 
SPP1 Rv  ACAGGGATGACATCGAGGGA 
 
TIMP1 Fw  TTCTTGGTTCCCTGGCGTAC 




CD16 Fw  TTTGGACACCCAGATGTTTCAG 
CD16 Rv  GTCTTCCTTGAGCACCTGGATC 
 
CD32 Fw  AATCCTGCCGTTCCTACTGATC 
CD32 Rv  GTGTCACCGTGTCTTCCTTGAG 
 
CD206 Fw  ATGCCAAGTGGGAAAATCTG 
CD206 Rv  TGTAGCAGTGGCCTGCATAG 
 
CD209a Fw  CTGGCAGGTAGCTTGTCTCC 
CD209a Rv  GCACATGGCAATATGTGGTC 
 
AKAP5 Fw ACGATCTGGGTTGGGCTTCA 
AKAP5 Rv TCCACTCTCCCCTCACACCA 
 
HOMER1 Fw AGCACTCGAGCTCATGTCTT 
HOMER1 Rv CATGTTTGGTGTGATGGTGC 
 
HOMER2 Fw ACGTCACAGAAGTTCGGGCA 
HOMER2 Rv CAGCTTCTCTTACCTCCTGG 
 
SCN2B Fw CATTACCAACCCTCCAGACC 




KCNN2 Fw  CCGTAGTGGCAAGAAAGCTA 
KCNN2 Rv  AACCACGTTTCCCTGAGTAC 
 
KCND2 Fw GCAGCCTTCTGGTACACCAT 
KCND2 Rv CTGCTCGTTGGTTTTGGTGG 
 
GluA1 Fw  GGACAACTCAAGCGTCCAGA 
GluA1 Rv  GTCGGTAGGAATAGCCCACG 
 
GluA2 Fw GCTTGAAGGGAATGAGCGTT 
GluA2 Rv GCTCATGAATGGCTTCGAGA 
 
GluA3 Fw AGCCGTGTGATACGATGAAA 
GluA3 Rv CAAGGTTTACAGGCGTTCCT 
 
GluA4 Fw  CTGCCAACAGTTTTGCTGTGA 
GluA4 Rv  AGCACTGCAGAAGGAGGTCAA 
 
NR2A Fw CACAAAGGGCACGGAGAAG 
NR2A Rv TGGAATGATAGGCGAAGTGG 
 
NR2B Fw CCTAGCTGATGGCAGAGAGC 




mGluR3 Fw GGTTCGTACAGCAGTGTTTC 
mGluR3 Rv GCAACAGTGGACACATAGGT 
 
Grid2 Fw CAGCCCCTACCGTGATGTCT 
Grid2 Rv CAGGAGAGCACAATTCCCGC 
 
Chrm2 Fw  CCTGAAAGCCAGATCCAGGG 
Chrm2 Rv  GGATCCAGCCACAAGGACAA 
 
Slc6a11 Fw  ATGATGCCCCTCTCTCCACT 
Slc6a11 Rv  CCACGCACACAAACTGACTG 
 
Npy2r Fw  ATTGCAGCTGTTCCGCTTTG 
Npy2r Rv  GCTGTATTGACTCTTGCGCG 
 
Egr1 Fw GTAATAGCAGCAGCAGCACC 
Egr1 Rv ATAGGTGATGGGAGGCAACC 
 
Egr2 Fw CCAATGGTGAACTGGGAGGC 
Egr2 Rv CTAGGTGCAGAGATGGGAGC 
 
Arc Fw GGGTGAGCTGAAGCCACAAA 




Npas4 Fw AATGGGGTTCAGGGGATCCT 
Npas4 Rv AACGTTGGTTCCCCTCCACT 
 
Hbb (bt,bs) Fw  GAGAAGGCTGCTGTCTCTGG 
Hbb (bt,bs) Rv  CAAAGTACCGCTGGGTCCAA 
 
CREB Fw ACCCAGGGAGGAGCAATACA 
CREB Rv CTGAGGCAGCTTGAACAACA 
 
ADCY1 Fw GTCACCTTCGTGTCCTATGCC 
ADCY1 Rv TTCACACCAAAGAAGAGCAGG 
 
9) 統計学的解析 













1) B1 欠乏マウス、B1 欠乏回復マウスの作製 
 B1 欠乏処置を行った結果、B1 欠乏処置開始から 8 日目以降において、B1 欠乏マウ
スでは、対照群 (Ctrl 群) と比較して有意な体重の減少が観察された。摂食量を測定し
たところB1欠乏マウスでは対照群と比較して摂食量がDay6~10において有意に減少し
ていた (図 9)。また、ローターロッドの結果、B1 欠乏マウスにおいて有意にロッド上




図 9 B1 欠乏処置を施したマウスでは、Day11 において、有意な体重の減少が観察され
た。摂食量は Day6~10 において有意に減少していた。さらに、ローターロッドの結果か
ら、Day11 において運動障害が観察された。Mean±SEM. Asterisk represents significant 





B1 欠乏回復マウスを作製するため、B1 欠乏直後、チアミンを腹腔内投与後、3 週間
回復期間を設けた。B1 処置終了翌日の day11 において、B1 欠乏群では、対照群 (Ctrl
群) と比べて体重の有意な減少が観察された。次に摂食量を測定した結果、day6-10 に
おいて B1 欠乏群では Ctrl 群と比べて有意な摂食量の減少が観察された。さらに、運動
能力を評価するため Rotarod test を行った結果、day11 において B1 欠乏群では、Ctrl 群
と比べてロッド滞在時間の有意な減少が観察された。また、day11 において B1 欠乏処
置によって観察された体重、摂食量、ロッド滞在時間の減少は、B1 欠乏から 3 週間の













図 10  day11 において B1 欠乏処置によって観察された体重、摂食量、ロッド滞在時間
の減少は、B1 欠乏から 3 週間の回復処置を設けることで、day32 において Ctrl 群と同




2) B1 欠乏マウス、B1 欠乏回復マウス海馬の RNA-seq 解析 
B1 欠乏マウス、B1 欠乏回復マウス海馬の RNA-seq 解析のデータに基づき、ヒートマ
ップ (クラスタリング) と、ボルケーノプロットを作製した。クラスタリングを行った
結果、B1 欠乏マウス、B1 欠乏回復マウスの発現変化パターンがそれぞれの Ctrl の発現
パターンと異なることが確認できた (図 11)。次に、B1 欠乏マウス、B1 欠乏回復マウス
の RNA-seq のデータを基に、ボルケーノプロットを作製した。その結果、対照群と比較







図 11 ヒートマップ (クラスタリング) の結果。B1 欠乏マウス、B1 欠乏回復マウスの






図 12 ボルケーノプロットの結果。対照群と比較して、B1 欠乏マウスでは 1596 遺伝
子、B1 欠乏回復マウスでは 16 遺伝子の mRNA 発現量の有意な変動がそれぞれ観察さ















次に、B1 欠乏マウス海馬の RNA-seq 解析のデータを用いて、B1 欠乏が影響を与える 
生物学的経路、機能を推測するため、Ingenuity Pathway Analysis (IPA)、Gene Set Enrichment 
Analysis (GSEA) による Gene Ontology (GO) 解析を行った。IPA では、発現量の有意な
増加を示した遺伝子のみで解析を行った結果、炎症関連遺伝子で構成された遺伝子集団
が観察され、特に Acute Phase Response Signaling をはじめとした炎症関連遺伝子群では、
Ctrl 群と比較して発現量の有意な増加を示す遺伝子が多く観察された (図 13、オレンジ
バー)。一方、発現量の有意な減少を示した遺伝子のみで解析を行った結果、シナプス伝
達関連遺伝子集団が観察され、特に、Glutamate receptor signaling や Synaptogenesis 
signaling pathway などシナプス伝達関連遺伝子群に加え、CREB signaling in neuron や
Synaptic long term potentiation などの記憶制御に関与する遺伝子集団では、発現量の有意
な減少を示す遺伝子が多く観察された (図 14、ブルーバー)。GSEA を用いた解析では、
発現量の有意な増加を示した遺伝子群のうち、response to molecule of bacterial origin を
はじめとする 15 セットの炎症関連遺伝子群が観察された (図 15)。一方、発現量の有意
な減少を示した遺伝子群のうち、intrinsic component of synaptic membrane を含む、4 セッ








図 13 B1 欠乏マウスの IPA の結果 (Upregulation を示した遺伝子のみ)。Acute Phase 
Response Signaling をはじめとした炎症関連遺伝子群の発現量の有意な増加が観察され
た (赤字)。バーの色は z-score の値 (オレンジバーは positive z score, ブルーバーは










図 14 B1 欠乏マウスの IPA の結果 (downregulation を示した遺伝子のみ)。Glutamate 
receptor signaling や Synaptogenesis signaling pathway などのシナプス伝達関連遺伝子群と
CREB signaling in Neuron のような記憶制御に関与する遺伝子集団の発現量の有意な減
少が観察された (赤字)。バーの色は z-score の値 (オレンジバーは positive z score, ブル






図 15 B1 欠乏マウスの GSEA の結果 (Upregulation、Gene set size ≥ 100、p < 0.05、
FDR<0.25)。x 軸は、Normalized Enrichment score、ドットの大きさは、遺伝子数、ドット
の色は q value を表す。 
 
図 16  B1 欠乏マウスの GSEA の結果 (downregulation、Gene set size ≥ 100、p < 0.05、
FDR<0.25)。 x 軸は、Normalized Enrichment score、ドットの大きさは、遺伝子数、ドッ










Cd32、Cd206、Cd209a, ) の発現量の測定を行った。その結果、B1 欠乏マウス海馬のみ、
炎症作用を示す M1 ミクログリアのマーカー遺伝子 Cd16、Cd32 の発現量の有意な増加
が観察された一方、B1 欠乏マウス、B1 欠乏回復マウス共に、M2 ミクログリアのマー
カー遺伝子 Cd206、Cd209a の発現量の有意な変化は観察されなかった (図 18)。次に、
シナプス伝達関連遺伝子のうち、発現量の有意な減少を示した遺伝子の発現量の測定を
行った結果、B1 欠乏マウスでは、Ctrl 群と比べ、シナプス足場タンパク質 Homer1、カ
リウムイオンチャネル Kcnn2、AMPA 型グルタミン酸受容体 GluA1 など 17 個のシナプ
ス伝達関連遺伝子の発現量の有意な減少が観察された。一方、B1 欠乏回復マウスでは、













図 17 qRT-PCR を用いた B1 欠乏マウス、B1 欠乏回復マウス海馬における炎症関連遺
伝子の発現量の測定結果。B1 欠乏マウスでは、Ctrl と比べ、12 個の炎症関連遺伝子の
発現量の有意な増加が観察されたのに対し、B1 欠乏回復マウスでは、Timp1 のみ、発
現量の有意な増加が観察された。(Ctrl n=8, PTD n=6~8, Ctrl-recovery n=8, PTD-recovery 













図 18  qRT-PCR を用いた B1 欠乏マウス、B1 欠乏回復マウス海馬における M1(炎症
性)ミクログリア、M2(抗炎症性)ミクログリアのマーカー遺伝子の発現量の測定結果。
B1 欠乏マウス海馬においてのみ、M1 ミクログリアマーカー遺伝子 (Cd16、Cd32) の発
現量の有意な増加が観察された。(Ctrl n=8, PTD n=6~8, Ctrl-recovery n=8, PTD-recovery 












図 19  qRT-PCR を用いた B1 欠乏マウス、B1 欠乏回復マウス海馬におけるシナプス伝
達関連遺伝子の発現量の測定結果。B1 欠乏マウス海馬において、Ctrl と比較して 17 個
のシナプス伝達関連遺伝子の発現量の有意な減少が観察された。一方、B1 欠乏回復マ
ウスでは、Ctrl と比較して Akap5、Homer1、Homer2、Scn2b の発現量の有意な減少が観
察された。(Ctrl n=8, PTD n=6~8, Ctrl-recovery n=8, PTD-recovery n=6~8) Mean±SEM. 











 最後に B1 欠乏マウス海馬において発現量の有意な変化を示した遺伝子と B1 欠乏回
復マウス海馬において発現量の有意な変化を示した遺伝子をリストアップした (fold 
change ≥ |1.5|, FDR (q value ) < 0.05 )。その結果、B1 欠乏マウス、B1 欠乏回復マウス共
に有意な発現量の変化を示した遺伝子が 6 個 (Egr1、Egr2、Arc、Npas4、Hbb-bt、Hbb-
bs) 観察された。そのうち、4 個の最初期応答遺伝子 Egr1、Egr2、Arc、Npas4 が記憶制
御に関与する遺伝子の転写活性化を誘導する転写因子 cAMP responsive element binding 
protein (CREB, Kida et al.,2002) の標的遺伝子であった (図 20、Bozon et al., 2002, Plath  
et al., 2006, Nonaka et al.,2014, Zeng et al.,2003,Furukawa-Hibi et al.,2015)。検出された 6 遺




る可能性を考察した (図 21)。CREB 標的の最初期応答遺伝子の発現量の減少が観察さ
れたことから最初期応答遺伝子発現量低下の原因を明らかにするため、CREB と CREB
の上流に位置する cAMP 生産酵素アデニル酸シクラーゼ (Adcy1) の発現量の測定を行
った。その結果、B1 欠乏マウス、B1 欠乏回復マウス共に、CREB の発現量の有意な減
少が観察され、B1 欠乏回復マウスのみ、Adcy1 の発現量の有意な低下が観察された (図
22)。以上の結果から、B1 欠乏回復マウスに観察された CREB と Adcy1 の発現低下が
CREB 情報伝達系の不活性化の原因となり、最初期応答遺伝子の発現量の低下を介して









図 20 B1 欠乏マウス、B1 欠乏回復マウス海馬において、発現量の有意な変化を示した
遺伝子 (fold change ≥ |1.5| , q <0.05) のみでベン図を作製した。B1 欠乏マウスでは 1314














図 21  qRT-PCR を用いた B1 欠乏マウス、B1 欠乏回復マウス海馬における最初期応答
遺伝子、ヘモグロビンサブユニットの発現量の測定結果。B1 欠乏マウスでは、Ctrl と比
較して、Egr1、Egr2、Hbb-bt、bs の発現量の有意な減少が観察された。(Ctrl n=8, PTD 
n=6~8, Ctrl-recovery n=8, PTD-recovery n=6~8) Mean±SEM. Asterisk represents significant 














図 22  qRT-PCR を用いた B1 欠乏マウス、B1 欠乏回復マウス海馬における CREB とア
デニル酸シクラーゼ (Adcy1) の発現量の測定結果。B1 欠乏マウス、B1 欠乏回復マウス
海馬ともに、発現量の有意な減少が観察された。B1 欠乏回復マウス海馬のみ、Adcy1 の
発現量の有意な減少が観察された。(Ctrl n=8, PTD n=6, Ctrl-recovery n=8, PTD-recovery 













































図 23  qRT-PCR を用いた B1 欠乏マウス、B1 欠乏回復マウス大脳皮質における、発現
量の測定結果。(Ctrl n=4, PTD n=4, Ctrl-recovery n=5, PTD-recovery n=4) Mean±SEM. 


















                                                              










   
  
  
                   










                                                              
















   
  
  







 トランスクリプトーム解析の結果より、B1 欠乏が海馬における CREB 情報伝達系を
介した遺伝子発現の低下が記憶障害の一因となることが示唆された。そこで、CREB 情
報伝達系の活性化が B1 欠乏誘導性記憶障害を改善するのではないかと仮説を立て、前
脳領域特異的活性型CREB変異体発現マウス (DIEDMLマウス、Suzuki et al.,2011  Serita 







CREB-DIEDML トランスジェニックマウスと C57BL/6N マウスを交配させ、得られた 2
か月齢以上の野生型マウスまた、トランスジェニックマウスを B1 欠乏処置に供した後、
B1 欠乏状態から回復させた。この B1 欠乏から回復させたマウス Social recognition test
を行った。また、CREB-DIEDML トランスジェニックマウスと Thy1-GFP line M (Feng et 
al., 2000)トランスジェニックマウスを交配させ、得られた 2 か月齢のダブルトランスジ
ェニックマウス (Thy1-GFP/DIEDML マウス) 及び同腹仔のシングルトランスジェニッ
クマウス (Thy1-GFP) マウスを B1 欠乏処置に供し、B1 欠乏を誘導した後、スパインイ









Thy1-GFP マウス及び、Thy1-GFP/DIEDML マウスに B1 欠乏処置を施した後、4％パ
ラホルムアルデヒドを用いて灌流固定を行い、脳を摘出した。その脳を 30％スクロー
ス溶液で脱水した後、液体窒素により凍結させた。その後、クライオスタットを用いて
厚さ 30µm の凍結脳切片を作製した。共焦点レーザー顕微鏡を用いて、海馬 DG 領域の
錐体ニューロンの樹状突起スパインを Z-stack により 0.5µm ずつ画像を取得した。画像
を 512×512pixel で 12.3µm×12.3µm の範囲から画像を取得した。取得した樹状突起スパ
イン画像を Neuron studio (Rodriguez et al., 2008) を用いて、12.3µm の樹状突起の長さか






図 25 樹状突起スパイン密度の解析。神経細胞特異的に GFP を発現させる Thy1-GFP




3) Social recognition test 
すべての解析マウスは B1 欠乏から回復させたマウスを用いた。記憶能力を評価する
マウス及び 3～5 週齢の幼若マウス (C3H) を 1 時間個飼いにした。トレーニングとし
て、成熟マウスのケージに幼若マウスをいれ、3 分のうち成熟マウスが幼若マウスに対
して、鼻先を接触する行動を示した時間 (investigation time) を測定した。テストとして、
トレーニングの 24 時間後に同じ組み合わせのマウスを再びケージに入れ、investigation 
time を測定した。また、トレーニングの investigation time に対するテストの割合である




図 26  Social recognition test (社会認知記憶課題)。3 分間の成熟マウスが幼若マウスの
鼻先を接触する時間 (investigation time) を測定した。トレーニングの investigation time

















る Thy1-GFP マウスと DIEDML マウスを交配させ、ダブルトランスジェニックマウス 
(Thy1-GFP/DIEDML マウス) を作製し、樹状突起スパイン密度の測定を行った。その結
果、B1 欠乏 Thy1-GFP マウスでは対照群に比較して樹状突起スパイン密度が有意に低
かったのに対して、B1 欠乏 Thy1-GFP/DIEDML マウスでは、B1 欠乏 Thy1-GFP マウス
と比較して、樹状突起スパイン密度が有意に高く観察された。従って、CREB の情報伝
達系の活性化は、B1 欠乏による海馬の神経細胞の変性を部分的に食い止めたことが示
唆された。(図 27)。次に、海馬依存性記憶形能力を評価するため、Social recognition test 
(Kogan et al., 2000, Ishikawa et al., 2014, Tanimizu et al., 2017) を行った。その結果、野生
型-B1 欠乏回復マウスでは、過去の結果と一致して、トレーニングとテスト  での
investigation time が同程度であり、幼若マウスを記憶しなかったと判断された。一方、
野性型-Ctrl マウス、DIEDML-Ctrl マウス、DIEDML-B1 欠乏回復マウスでは、テストで
の investigation time がトレーニングの investigation time と比べて、有意に短く、幼若マ
ウスを記憶したと判断された。Recognition index を算出したところ、DIEDML-Ctrl マウ
スの index は過去の解析に一致して、野生型 Ctrl マウスと比較して有意に低く観察され
た。 野生型-B1 欠乏マウスの index は野生型-Ctrl マウス、DIEDML-B1 欠乏マウスと比
較して有意に高く観察された。従って、B1 欠乏回復 DIEDML マウスでは正常の社会認
知記憶能力が認められること、すなわち、B1 欠乏による記憶障害が観察されないこと








図 27 B1 欠乏 DIEDML マウスの海馬歯状回における樹状突起スパイン密度の測定結
果。B1 欠乏 DIEDML マウスの樹状突起スパイン密度は、B1 欠乏野生型マウスと比較
して樹状突起スパイン密度の数値が有意に大きく観察された。(Thy1-Ctrl n=6, Thy1-PTD 
n=6, Thy1 / DIEDML-Ctrl n=5, Thy1 / DIEDML-PTD n=6) Mean±SEM. Asterisk represents 










図 28 B1 欠乏処置を経験した DIEDML マウスの社会認知記憶課題の結果。左がトレー
ニングとテストでの investigation time、右が recognition index のグラフを表している。
DIEDML-B1 欠乏回復マウスでは、B1 欠乏回復野生型マウスにおいて観察された記憶障
害は観察されなかった。(WT-Ctrl n=17, WT-PTD n=15, DIEDML-Ctrl n=18, DIEDML-PTD 














第三項 B1欠乏処置をした DIEDMLマウス海馬のトランスクリプトーム解析 
 
第一節 目的 
CREB 情報伝達系の活性化が B1 欠乏誘導性の記憶障害と海馬神経変性を妨げること
が示唆された。そこで、B1 欠乏による記憶障害と神経変性を妨げるのに寄与した分子




1) RNA 抽出 
 作製したマウスから海馬をサンプリングし、Qiagen社のRNeasy Mini kitを用いてRNA
抽出を行った。Aglient 2100 バイオアナライザ (Agilent technologies) を用いて、RNA の
クオリティーを評価し、RNA Integrity Number (RIN) が 8 以上のクオリティーが示され
たサンプルのみ逆転写反応に供した。 
 
2) 次世代シーケンサーによる RNA- sequencing (RNA- seq) 解析 
 抽出した RNA1µg より、First Strand cDNA を作製した。その First Strand cDNA を鋳型
とし、dsDNA を作製した後、末端平滑化、3‘末端アデニル化、アダプターライゲーショ
ンを行い、cDNA ライブラリーを作製した。作製したライブラリーは PCR 法で増幅し、
バイオアナライザ及び qRT-PCRによるサンプル濃度測定を行い、Qiagen社のHi-seq2500
によるシーケンス解析に供した。その後、RNA-seq の結果から Ingenuity Pathway Analysis 





3) Quantitative Real-time PCR (qRT-PCR) 
Total RNA 1 µg を鋳型に Oligo dT primer と逆転写酵素 (Superscript Ⅲ, Invitrogen) を用
い、逆転写反応させ、cDNA サンプルを作成し、Real-time PCR 法に供した。Real-time 
PCR には QuantStudio3(Thermo fisher sicientific)を使用し、検量線法で定量した。目的遺
伝子の特異的増幅はゲル電気泳動と QuantStudio Design &ソフトウェアの dissociation 
curve で確認した。PCR 反応は 25 μl 反応系で Power SYBR Green PCR Master Mix を使用








Fw  CCACCATGAGGATCTCTGCC 






































DIEDML マウスに 10 日間の B1 欠乏処置を施し、B1 欠乏直後に、DIEDML マウス海
馬から、cDNA ライブラリーを調製後、RNA-seq 解析に供した。まず、RNA-seq の解析
結果から、遺伝子発現変化のパターンを確認するために、クラスタリングを行った。そ
の結果、野生型マウス、DIEDML マウス共に、B1 欠乏処置群と Ctrl 間において発現変
化のパターンの違いが示された (図 29)。次に、RNA-seq の解析結果に基づき、DIEDML
マウスと野生型マウス海馬において B1 欠乏による海馬神経変性と記憶障害を妨げるの
に寄与した生物学的現象や生物学的プロセスを同定するため、野生型 B1 欠乏マウス、
DIEDMLB1 欠乏マウスの RNA-seq の解析結果を用いて、IPA、GSEA による GO 解析を
行った。IPA を行った結果、上位には、コラーゲンの糖タンパクで血小板の凝集に関わ
る GP6 を介したシグナルや、コレステロール、脂肪酸などの代謝に関与する LXR/RXR
活性のパスウェイ等が検出されたが、興味深いことに、DIEDMLB1 欠乏マウスでは、野
生型 B1 欠乏マウスと比較して、leukocyte extravasation signaling と Acute phase response 




を行った結果、DIEDMLB1 欠乏マウスでは、野生型 B1 欠乏マウスと比較して、positive 
regulation of leukocyte migration や granulocyte chemotaxis など炎症関連遺伝子集団の発現
量の有意な減少が観察された (図 31)。GSEA において観察された炎症関連遺伝子群の
うち、Enrichment Score に加算された遺伝子を qRT-PCR を用いて、発現量の測定を行っ
た。その結果、TNFαや、Ccl24 の発現量は CREB 活性化による影響は見られなかった
ものの、DIEDMLB1 欠乏マウスにおいて、野生型 B1 欠乏マウスと比較して、ケモカイ








図 29 クラスタリングの結果。野生型マウス、DIEDML マウス共に、B1 欠乏処置群







図 30 IPA の解析結果。GP6 シグナリングや LXR/RXR 活性パスウェイが上位に観察さ
れ、下位の方には、leukocyte extravasation signaling などの炎症関連遺伝子が観察された。
バーの色は z-score の値 (オレンジバーは positive z score, ブルーバーは negative z score, 










図 31 GSEA の結果。DIEDMLB1 欠乏マウスでは、野生型 B1 欠乏マウスと比較して、
positive regulation of leukocyte migration や granulocyte chemotaxis など炎症関連遺伝子集
団の発現量の有意な減少が観察された。x 軸は、Normalized Enrichment score、ドットの










図 32 qRT-PCR の結果。DIEDMLB1 欠乏マウスにおいて、野生型 B1 欠乏マウスと比較
して、ケモカイン Ccl7、Ccl3 の発現量の有意な減少が観察された。(WT-Ctrl n=4, WT-
PTD n=4, DIEDML-Ctrl n=4, DIEDML-PTD n=4) Mean±SEM. Asterisk represents significant 






















として働くことが示唆されている (Slutsky et al., 2010 ,Abumaria et al., 2011)。所属研究室
では、食餌性 Mg²⁺欠乏させたマウス (MgD) マウスでは、B1 欠乏回復マウスと同様に、
海馬依存的記憶形成能力の障害が観察されているものの、B1 欠乏回復マウスとは異な
り、海馬における樹状突起スパイン密度の減少が観察されなかった (Serita et al .,2019)。
そこで、Mg²⁺欠乏により誘導される記憶能力障害の分子機構を理解すること目的とし、




1 ) 動物 
 全ての動物は、日本神経科学会による実験動物の飼育及び使用方針に従って遂行した。
C57BL/6N マウス (日本チャールズリバーより購入) 同士を交配させ、得られた同腹仔







2) 食餌性 Mg２＋欠乏処置 
 AIN-93 をベースとし、Mg２＋欠乏飼料を作製した (図 34)。マウスに 1 週間、AIN-93
に対する馴化期間を設けた後、Mg２＋欠乏飼料を 6 週間給餌させた (図 33)。Mg2＋欠乏
処置後、マウスの尻尾から、血清を抽出し、血液検査用マグネシウムキットマグネシウ
ムＢ-テストワコー (Wako) を用いて、血清中の Mg 濃度を測定した。その後、マウスか
ら、脳を取り出し、海馬と大脳皮質を摘出し、RNA 抽出を行った。(Serita et al., 2019, 
Matsuzaki et al., 2004, Nakaya et al.,2009 , Akiyama et al.,2008, Nakaya et al.,2010) 
 





















3) RNA 抽出 
 作製した Mg 欠乏マウスから海馬、大脳皮質をサンプリングし、Qiagen 社の RNeasy 
Mini kit、AGPC 法を用いて RNA 抽出を行った。Agilent 2100 バイオアナライザ (Agilent 
technologies)を用いて、RNA のクオリティーを評価し、RNA Integrity Number (RIN) が 8
以上のクオリティーが示されたサンプルのみ逆転写反応に供した。 
 
Ctrl diet MgD diet
Corn starch 528.657 529.486
Casein 200 200
Sucrose 100 100
Soybean oil 70 70
Cellulose powder 50 50
Mineral Mix (MgO free) 35 35
Vitamin Mix 10 10
L-Cystine 3 3
Choline Bitartrate 2.5 2.5
Tert- butylhydroquinone 0.014 0.014




4) 次世代シーケンサーによる RNA- sequencing (RNA- seq) 解析 
 抽出した RNA1µg より、First Strand cDNA を作製した。その First Strand cDNA を鋳型
とし、dsDNA を作製した後、末端平滑化、3‘末端アデニル化、アダプターライゲーショ
ンを行い、cDNA ライブラリーを作製した。作製したライブラリーは PCR 法で増幅し、
バイオアナライザ及び qRT-PCRによるサンプル濃度測定を行い、Qiagen社のHi-seq2500
によるシーケンス解析に供した。その後、Mg欠乏マウスのRNA-seqの結果から Ingenuity 
Pathway Analysis (IPA) と Gene Set Enrichment Analysis (GSEA) による Gene ontology 解
析を行った。 
 
5) Quantitative Real-time PCR (qRT-PCR) 
Total RNA 1 µg を鋳型に Oligo dT primer と逆転写酵素 (Superscript Ⅲ, Invitrogen) を用
い、逆転写反応させ、cDNA サンプルを作成し、Real-time PCR 法に供した。Real-time 
PCR には QuantStudio3 (Thermo fisher scientific)を使用し、検量線法で定量した。目的遺
伝子の特異的増幅はゲル電気泳動と QuantStudio Design &ソフトウェアの dissociation 
curve で確認した。PCR 反応は 25 μl 反応系で Power SYBR Green PCR Master Mix を使用




Hprt  Fw TCAGTCAACGGGGGACATAAA 
Hprt  Rv GGGGCTGTACTGCTTAACCAG 
 
Angptl7 Fw GCTCCGAAAAGGTGGCTACT 




H2-Q7 Fw GGAGCGGGTTGTAAAGTCCA 
H2-Q7 Rv GGATTTTCCGCATCGCTGTC 
 
Spp1 Fw CGAGGATTCTGTGGACTCGG 
Spp1 Rv ACAGGGATGACATCGAGGGA 
 
Timp1 Fw TTCTTGGTTCCCTGGCGTAC 
Timp1 Rv ACAGGGAAACACTGTGCACA 
 
Cxcl10 Fw TCCCCATCAGCACCATGAAC 
Cxcl10 Rv CATTCTCACTGGCCCGTCAT 
 
Ccl5 Fw TGCTCCAATCTTGCAGTCGT 
Ccl5 Rv AGCAGCTGAGATGCCCATTT 
 
Ccl7 Fw CCACCATGAGGATCTCTGCC 
Ccl7 Rv ATAGCCTCCTCGACCCACTT 
 
Irf7 Fw   GAGAGCGAAGAGGCTGGAAG 
Irf7 Rv   AGCATTGCTGAGGCTCACTT 
 
Tnfrsf9 Fw CTCCTGTGTTCGCCAAGCTA 




Tnfrsf17 Fw CATGCTTGCAAACCGTGTCA 
Tnfrsf17 Rv CACCGTGTACGTCCCTTTCA 
 
CD16 Fw TTTGGACACCCAGATGTTTCAG 
CD16 Rv GTCTTCCTTGAGCACCTGGATC 
 
CD32 Fw AATCCTGCCGTTCCTACTGATC 
CD32 Rv GTGTCACCGTGTCTTCCTTGAG 
 
CD206 Fw ATGCCAAGTGGGAAAATCTG 
CD206 Rv TGTAGCAGTGGCCTGCATAG 
 
CD209a Fw CTGGCAGGTAGCTTGTCTCC 
CD209a Rv GCACATGGCAATATGTGGTC 
 
6) 統計学的解析 
 Mg濃度とqRT-PCRは t検定を用いて統計処理を行った。マウスの体重変化は、repeated 










まず、Mg 欠乏マウスの作製を行った。Mg 欠乏処置期間中に体重の測定、Mg 欠乏終
了後にマウスの尻尾から血清を採取し、血清 Mg 濃度を測定した。その結果、Mg 欠乏
マウスの体重は Ctrl と比べ有意な差は観察されなかったものの、Mg 欠乏マウスの血清
中の Mg 濃度の数値は Ctrl と比較して有意に小さく観察された。以上の結果から、過去




図 35 Mg 欠乏マウスの体重変化と血清 Mg 濃度の測定結果。Mg 欠乏マウスは Ctrl と
比較して体重の有意な変化は示さないものの (group, F (1,4) = 0.054, p > 0.05; time, F (6,24) 
= 15.783, p < 0.05; group × time, F (6,24) = 11.001, p < 0.05 )、血清中の Mg 濃度の数値が有
意に小さくなった。(Body weight gain Ctrl n=3, MgD n=3, Mg concentration Ctrl n=3, MgD 









の発現パターンと異なることが確認できた (図 36)。次に、Mg 欠乏マウスの RNA-seq の
データを基に、ボルケーノプロットを作製した。その結果、Mg 欠乏マウスでは、合計
836 個の遺伝子の有意な発現量の変化が観察された。その中で発現量の低下を示した遺
伝子は 66 個観察されたのに対し、発現量の増加を示した遺伝子は、156 個観察された。
発現量の有意な増加を示した遺伝子の上位には、炎症性サイトカインの発現を促進させ
る Angptl7 を初め、6 個の免疫・炎症関連遺伝子の発現量の増加が観察された (図 37)。
次に Mg 欠乏マウスの RNA-seq のデータから、Mg 欠乏処置が影響を与える生物学的な
経路、機能を解析するために、IPA、GSEA による GO 解析を行った。IPA を行った結
果、Neuroinflammation をはじめとする炎症関連遺伝子の発現量の有意な増加が観察さ
れた (図 38)。続いて、GSEA を行った結果、Mg 欠乏マウス海馬において、defense response 
to virus、response to interferon gamma などの 12 セットの炎症関連遺伝子で構成された遺







図 36 ヒートマップ (クラスタリング) の結果。Mg 欠乏マウスの発現パターンと Ctrl
の発現パターンが異なることが確認できた。色は、expression relative level を示す。 
 
 
図 37 ボルケーノプロットの結果。対照群と比較して、Mg 欠乏マウスでは 836 遺伝子




図 38 Mg 欠乏マウス海馬の IPA の結果。Mg 欠乏マウス海馬では、Ctrl と比較して、
Neuroinflammation signaling pathway をはじめとした炎症関連遺伝子集団の発現量の有意
な増加が観察された (オレンジバー)。バーの色は z-score の値 (オレンジバーは positive 
z score, ブルーバーは negative z score, グレーは、positive、negative どちらでもない、白







図 39 Mg 欠乏マウス海馬の GSEA の結果。IPA と同様に GSEA でも、defense response 
virus をはじめとした炎症関連遺伝子群の発現量の有意な増加が観察された (赤字)。 x











Angptl7 を初めとした 6 個の炎症関連遺伝子に加え、GSEA において観察された炎症
関連遺伝子集団の中から、発現量の有意な増加を示した遺伝子を定量的 RT-PCR を用い
て発現量の測定を行った。その結果、Mg 欠乏マウス海馬では、対照群と比較して炎症
反応を促進させる Angptl7 (Qian et al., 2016, Zhao et al., 2019)、ケモカイン Ccl5、Ccl7 な
ど 6 遺伝子の炎症関連遺伝子の発現量の有意な増加が観察されたが、炎症作用を示す
M1 ミクログリア (Cd16、Cd32) 、抗炎症作用を示す M2 ミクログリアのマーカー遺伝







ス大脳皮質において、M1 ミクログリアマーカー遺伝子 Cd16、M2 ミクログリアマーカ
ー遺伝子 Cd209a の発現量の有意な減少が観察された。最近の報告では、脳内炎症の進
行が進むにつれて、恒常的に活動しているミクログリアの機能低下が示唆されているこ











図 40 qRT-PCR を用いた Mg 欠乏マウス海馬、大脳皮質における炎症関連遺伝子の発
現量の測定結果。海馬 Angptl7, H2-Q7, Timp1, Cxcl10, Ccl5, and Ccl7 (Ctrl, n = 8; MgD, n = 
6) , Spp1 (Ctrl, n = 11; MgD, n = 9) 大脳皮質 (Ctrl, n = 8; MgD, n = 7) Mean±SEM. Asterisk 





図 41 qRT-PCR を用いた Mg 欠乏マウス海馬、大脳皮質におけるミクログリアのマー
カー遺伝子の発現量の測定結果。海馬(Ctrl, n = 11; MgD, n = 9)、大脳皮質 (Ctrl, n = 8; 






なることが考察された (Barrientos et al.,2015, Pasqualetti et al., 2015)。しかし、B1 欠乏の
場合に比較して、発現増加を示す炎症関連遺伝子の数も少ないことが観察された。また、
例として、B1 欠乏マウス、Mg 欠乏マウス海馬において、炎症関連遺伝子、Timp1 の発
現量を比較したところ、B1 欠乏マウス、Mg 欠乏マウス共に発現量の有意な増加が観察





とから、Mg 欠乏では弱い脳内炎症が引き起こされたことが示唆された (図 42)。 






図 43 B1 欠乏マウスと Mg 欠乏マウスの発現量の増加の比較の例として、 Timp1 の発
現量を比較した。B1 欠乏マウス、Mg 欠乏マウス共に発現量の有意な増加が観察されて
いるが、B1 欠乏マウスと Mg 欠乏マウスで発現量の増加の度合いを見ると、Mg 欠乏マ
ウス海馬の方が、発現増加の度合いが小さいことが観察された。Mean±SEM. Asterisk 















cAMP-response element binding protein (CREB) はニューロンの cAMP 及び Ca²⁺ 情報伝
達経路下流の転写調節因子であり、記憶制御に中心的な役割を果たしている。所属研究
室の解析では、前脳特異的に CREB を不活性化させたコンディショナル変異マウスは
記憶障害を示し、一方、CREB 活性変異体 (DIEDML) を前脳特異的に発現するマウス
(DIEDML マウス) は記憶能力の向上 (Suzuki et al.,2011) と海馬スパイン密度の増加 








1) RNA 抽出 
 DIEDML マウス、WT マウスから海馬をサンプリングし、Qiagen 社の RNeasy Mini kit を
用いて RNA 抽出を行った。Agilent 2100 バイオアナライザ (Agilent technologies) を用いて、








2) 次世代シーケンサーによる RNA- sequencing(RNA- seq)解析 
 抽出した RNA1µg より、First Strand cDNA を作製した。その First Strand cDNA を鋳型と
し、dsDNA を作製した後、末端平滑化、3‘末端アデニル化、アダプターライゲーションを行
い、cDNA ライブラリーを作製した。作製したライブラリーは PCR 法で増幅し、バイオア
ナライザ及び qRT-PCR によるサンプル濃度測定を行い、Qiagen 社の Hi-seq2500 によるシー
ケンス解析に供した。 
 
3) Quantitative Real-time PCR (qRT-PCR) 
Total RNA 1 µg を鋳型に Oligo dT primer と逆転写酵素 (Superscript Ⅲ, Invitrogen) を用い、
逆転写反応させ、cDNA サンプルを作成し、Real-time PCR 法に供した。Real-time PCR には
QuantStudio3 を使用し、検量線法で定量した。目的遺伝子の特異的増幅はゲル電気泳動と
QuantStudio Design &ソフトウェアの dissociation curve で確認した。PCR 反応は 25 μl 反応系































































































ることが観察された (図 44)。101 遺伝子から qRT-PCR を用いて、発現量の測定を行っ
た結果、DIEDML マウス海馬において、apoptotic process 関連遺伝子では、Nr4a1、Shisa5
の発現量の有意な増加と Btg2、Zbtb16、の発現量の有意な低下、Working memory に関
与することが示唆されている Rasd1 (G. C. CARLSON et al.,2016) の発現量の有意な増加、
Wnt シグナル経路関連遺伝子で Wnt の受容体として機能する Fzd2 の発現量の顕著な増
加が観察された。CREB 情報伝達系の活性化により、apoptosis に関連する 4 遺伝子の発
現量の変化がアポトーシスの経路の活性に影響を与え、その結果、海馬ニューロンの神
経変性に対し抵抗性がある可能性を考察している。DIEDML マウス海馬では特に、Fzd2
の顕著な発現量の増加が観察されたため、CREB 情報伝達系の活性化が Wnt シグナル
経路の活性化を誘導することが示唆された (図 45)。さらに、Fzd2 のプロモーター付近
には、CREB に結合する CRE 様配列が 6 か所確認できたことから (図 46)、以上のこと
から、DIEDML マウスにおいて観察される記憶能力の増強は Fzd2 の発現量増加を介し
た Wnt シグナル経路の活性化による可能性が示された。以上より、CREB 情報伝達系の
活性化は、Fzd2 の発現量増加を介した Wnt シグナル経路の活性化を誘導することが示
唆された。過去のアルツハイマーモデルマウス、ラットを用いた解析では、Wnt シグナ










図 44 DIEDML マウス海馬のヒートマップ (クラスタリング、上)。 色は、expression 




図 45 DIEDML マウス海馬の遺伝子発現量の測定結果。 (WT n=8, DIEDML n=8) 























本研究から、B1 及び Mg 欠乏により誘導される海馬依存性記憶障害の共通メ
カニズムとして脳内炎症が示唆された (Barrientos et al.,2015, Pasqualetti et al., 2015)。
他のグループの高脂肪食を摂取したマウスでは海馬依存性記憶の障害、脳内炎
症、ミクログリアの活性、海馬神経細胞の変性が観察された最近の知見 (Boitard 
et al.,2014, Cope et al., 2018, Underwood et al., 2016 ) とあわせて、B1 欠乏後にみられ
るようなミクログリアの活性化が強い脳内炎症を誘導し、その結果海馬神経細
胞の変性を導くことが示唆された。一方、CREB 情報伝達系の活性化が B1 欠乏
により誘導される記憶障害と神経変性を妨げることが示唆されたことから、必
須栄養素の摂取不足による記憶障害の改善方法として、脳内炎症の阻害に加え
て、CREB 情報伝達系の活性化が有効であることが示唆された (図 47)。しかし、
CREB を活性化したマウスでも、野性型マウスより樹状突起スパインが多く観察
されているものの、樹状突起スパインの減少が部分的に観察されたことや、今回





























Ctrl day0 day1 day2 day3 day4 day5 day6 day7 day8 day9 day10 day11
1 23.13 24.45 24.85 24.92 24.86 24.8 24.85 25.22 25.11 25.02 25.31 25.44
2 23.32 24.71 24.19 24.21 24.36 24.04 24.11 24.47 24.43 24.5 24.53 24.49
3 24.1 25.14 25.1 25.23 25.15 25.55 25.61 25.56 25.59 25.73 26.14 26.22
4 22.4 22.83 23.26 23.3 23.16 23.62 23.8 24.06 24.05 24.15 24.39 24.11
5 23.12 23.43 23.89 23.74 23.8 23.84 23.72 24 24.01 24.14 24.16 24.14
6 23.14 23.68 23.41 23.45 23.41 24.09 23.92 23.99 24.08 24.3 24.27 24.58
7 23.24 23.71 23.81 23.89 23.91 24.22 24.32 24.38 24.96 24.7 25.2 24.92
8 24.12 25.41 25.44 25.61 25.71 26.12 26.11 26.31 26.43 27.13 27.27 27.15
AVE 23.3 24.2 24.2 24.3 24.3 24.5 24.6 24.7 24.8 25.0 25.2 25.1
STDEV 0.56 0.90 0.80 0.86 0.89 0.88 0.89 0.86 0.86 1.02 1.08 1.08
SQRT 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83















Ctrl day0 day1 day2 day3 day4 day5 day6 day7 day8 day9 day10 day11
1 0.99 1.05 1.07 1.07 1.07 1.06 1.07 1.08 1.08 1.07 1.09 1.09
2 1.00 1.06 1.04 1.04 1.04 1.03 1.03 1.05 1.05 1.05 1.05 1.05
3 1.03 1.08 1.08 1.08 1.08 1.10 1.10 1.10 1.10 1.10 1.12 1.12
4 0.96 0.98 1.00 1.00 0.99 1.01 1.02 1.03 1.03 1.04 1.05 1.03
5 0.99 1.00 1.02 1.02 1.02 1.02 1.02 1.03 1.03 1.04 1.04 1.04
6 0.99 1.02 1.00 1.01 1.00 1.03 1.03 1.03 1.03 1.04 1.04 1.05
7 1.00 1.02 1.02 1.02 1.03 1.04 1.04 1.05 1.07 1.06 1.08 1.07
8 1.03 1.09 1.09 1.10 1.10 1.12 1.12 1.13 1.13 1.16 1.17 1.16
AVE 1.00 1.04 1.04 1.04 1.04 1.05 1.05 1.06 1.06 1.07 1.08 1.08
STDEV 0.02 0.04 0.03 0.04 0.04 0.04 0.04 0.04 0.04 0.04 0.05 0.05
SQRT 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83
ERROR 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.02 0.02 0.02
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PTD Hab. 1~5 6~10
1 3.3646 3.3438 2.0625
2 3.3646 3.0208 1.6104
AVE 3.3646 3.1823 1.8365
STDEV 0 0.2283 0.3197
SQRT 1.4142 1.4142 1.4142
ERROR 0 0.1615 0.226
TTEST 0.1577 0.1292 0.0326













Ctrl Hab. 1~5 6~10
1 3.57 4.1583 3.1979
2 3.44 3.6708 3.5417
AVE 3.51 3.91 3.37
STDEV 0.0913 0.3447 0.2431
SQRT 1.4142 1.4142 1.4142
ERROR 0.0646 0.2438 0.1719

































Ctrl day0 day1 day2 day3 day4 day5 day6 day7 day8 day9 day10 day11 day18 day25 day32
1 23.86 24.7 24.46 24.51 24.9 24.93 25.02 25.07 25.04 25.07 25.09 25.63 26.03 27.84 28.97
2 24.03 26.25 25.47 25.82 25.6 26.19 26.58 26.9 26.54 26.92 27.04 27.62 28.11 30.34 31.26
3 24.01 25.01 24.81 25.74 25.71 25.82 25.84 26.01 25.83 26.54 26.09 27.05 28.15 30.84 31.34
4 22.23 23.07 22.86 23.05 22.73 23.08 23.07 23.08 22.6 23.04 22.7 24.03 25.86 29.14 30.34
5 24.14 26.51 25.65 25.91 25.35 26.23 26.08 26.91 26.95 26.93 27.01 28.04 30.2 33.64 35.1
6 24.32 25 25.02 24.16 24.64 25.07 25.03 25.42 25.03 26.24 26.34 27.01 27.55 30.84 32.74
7 23.01 24.24 23.52 23.7 23.07 23.93 23.27 23.24 23.23 23.72 23.74 25.42 25.11 27.54 28.3
8 23.6 24.78 24.41 24.51 24.82 24.87 24.96 25.03 24.42 25.34 25.05 26.25 25.86 28.64 29.7
AVE 23.7 24.9 24.5 24.7 24.6 25.0 25.0 25.2 25.0 25.5 25.4 26.4 27.1 29.9 31.0
STDEV 0.70 1.09 0.95 1.06 1.12 1.10 1.26 1.46 1.52 1.47 1.55 1.32 1.70 2.00 2.19
SQRT 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83
ERROR 0.25 0.38 0.34 0.38 0.40 0.39 0.44 0.52 0.54 0.52 0.55 0.47 0.60 0.71 0.77
Raw data (g)
PTD day0 day1 day2 day3 day4 day5 day6 day7 day8 day9 day10 day11 day18 day25 day32
1 23.14 23.81 23.74 24.03 24.4 23.94 24.18 24.43 24.05 24.43 22.73 20.5 24.52 27.5 29.1
2 22.56 23.31 23.56 22.73 22.82 23.46 24.02 24.09 23.56 23.19 22.48 19.97 24.56 27.23 28.56
3 23.52 25.1 24.4 25.33 25.06 25.56 25.36 25.75 25.02 24.84 23.64 21.84 25.12 27.23 30.11
4 23.48 25.24 24.81 25.38 25.47 25.74 25.63 25.95 25.13 25.02 22.34 20.32 24.49 28.19 30.5
5 24.07 25.75 25.43 24.71 25.42 25.61 25.71 25.92 25.36 25.33 24.42 21.82 25.19 28.28 29.1
6 24.65 25.36 25.13 25.14 25.23 26.17 25.85 26.16 25.46 25.33 24.07 21.91 25.13 30.34 31.2
7 23.85 24.73 24.55 24.92 25.43 25.69 25.73 25.72 25.02 24.76 23.35 21.51 25.23 28.56 30.1
8 23.65 24.91 24.31 24.89 25.11 25.3 25.73 25.04 24.61 25.13 23.59 21.04 24.15 27.23 29.5
AVE 23.7 24.9 24.6 24.7 24.9 25.4 25.4 25.5 24.9 24.8 23.4 21.2 24.8 28.2 29.9
STDEV 0.64 0.78 0.61 0.91 0.95 0.88 0.64 0.72 0.64 0.74 0.77 0.79 0.43 1.12 0.89
SQRT 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83

















Ctrl day0 day1 day2 day3 day4 day5 day6 day7 day8 day9 day10 day11 day18 day25 day32
1 1.01 1.04 1.03 1.04 1.05 1.05 1.06 1.06 1.06 1.06 1.06 1.08 1.04 1.14 1.17
2 1.02 1.11 1.08 1.09 1.08 1.11 1.12 1.14 1.12 1.14 1.14 1.17 1.13 1.24 1.27
3 1.02 1.06 1.05 1.09 1.09 1.09 1.09 1.10 1.09 1.12 1.10 1.14 1.13 1.26 1.27
4 0.94 0.98 0.97 0.97 0.96 0.98 0.98 0.98 0.96 0.97 0.96 1.02 1.04 1.19 1.23
5 1.02 1.12 1.08 1.10 1.07 1.11 1.10 1.14 1.14 1.14 1.14 1.19 1.21 1.37 1.42
6 1.03 1.06 1.06 1.02 1.04 1.06 1.06 1.07 1.06 1.11 1.11 1.14 1.10 1.26 1.33
7 0.97 1.02 0.99 1.00 0.98 1.01 0.98 0.98 0.98 1.00 1.00 1.07 1.01 1.12 1.15
8 1.00 1.05 1.03 1.04 1.05 1.05 1.06 1.06 1.03 1.07 1.06 1.11 1.04 1.17 1.20
AVE 1.00 1.05 1.04 1.04 1.04 1.06 1.06 1.07 1.06 1.08 1.07 1.12 1.09 1.22 1.26
STDEV 0.03 0.05 0.04 0.04 0.05 0.05 0.05 0.06 0.06 0.06 0.07 0.06 0.07 0.08 0.09
SQRT 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83
ERROR 0.01 0.02 0.01 0.02 0.02 0.02 0.02 0.02 0.02 0.02 0.02 0.02 0.02 0.03 0.03
Weight gain
PTD day0 day1 day2 day3 day4 day5 day6 day7 day8 day9 day10 day11 day18 day25 day32
1 0.98 1.01 1.00 1.01 1.03 1.01 1.02 1.03 1.02 1.03 0.96 0.87 0.98 1.12 1.18
2 0.95 0.98 0.99 0.96 0.96 0.99 1.01 1.02 0.99 0.98 0.95 0.84 0.99 1.11 1.15
3 0.99 1.06 1.03 1.07 1.06 1.08 1.07 1.09 1.06 1.05 1.00 0.92 1.01 1.11 1.22
4 0.99 1.07 1.05 1.07 1.08 1.09 1.08 1.10 1.06 1.06 0.94 0.86 0.98 1.15 1.23
5 1.02 1.09 1.07 1.04 1.07 1.08 1.09 1.09 1.07 1.07 1.03 0.92 1.01 1.15 1.18
6 1.04 1.07 1.06 1.06 1.07 1.11 1.09 1.10 1.08 1.07 1.02 0.93 1.01 1.23 1.26
7 1.01 1.04 1.04 1.05 1.07 1.08 1.09 1.09 1.06 1.05 0.99 0.91 1.01 1.16 1.22
8 1.00 1.05 1.03 1.05 1.06 1.07 1.09 1.06 1.04 1.06 1.00 0.89 0.97 1.11 1.19
AVE 1.00 1.05 1.03 1.04 1.05 1.06 1.07 1.07 1.05 1.05 0.98 0.89 1.00 1.14 1.20
STDEV 0.03 0.03 0.03 0.04 0.04 0.04 0.03 0.03 0.03 0.03 0.03 0.03 0.02 0.04 0.03
SQRT 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.45 2.45 2.45
ERROR 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.02 0.01
TTEST 0.841 0.679 0.869 0.891 0.656 0.799 0.622 0.814 0.721 0.21 0.004 1E-07 0.002 0.035 0.152
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Ctrl Hab. 1~5 6~10 11~15 16~20 21~25 26~30 31~32
1 3.64 3.5354 3.725 3.2625 3.4347 3.8167 3.3667 3.575
2 3.21 2.8021 3.1083 3.6417 3.4347 3.6903 3.2556 3.4417
AVE 3.43 3.17 3.42 3.45 3.43 3.75 3.31 3.51
STDEV 0.3013 0.5185 0.436 0.2681 0 0.0894 0.0786 0.0943
SQRT 1.4142 1.4142 1.4142 1.4142 1.4142 1.4142 1.4142 1.4142
ERROR 0.213 0.3667 0.3083 0.1896 0 0.0632 0.0556 0.0667
PTD Hab. 1~5 6~10 11~15 16~20 21~25 26~30 31~32
1 3.3823 3.2417 1.8333 2.6958 3.8194 4.7417 4.3333 5.4667
2 3.2052 3.0854 1.725 2.6333 3.4139 3.9597 3.4111 3.5083
AVE 3.2938 3.1635 1.7792 2.6646 3.6167 4.3507 3.8722 4.4875
STDEV 0.1252 0.1105 0.0766 0.0442 0.2868 0.5529 0.6521 1.3848
SQRT 1.4142 1.4142 1.4142 1.4142 1.4142 1.4142 1.4142 1.4142
ERROR 0.0885 0.0781 0.0542 0.0313 0.2028 0.391 0.4611 0.9792
TTEST 0.623 0.9902 0.0347 0.0547 0.4643 0.2706 0.3505 0.4235
Latency to fall (sec)
day11 day32 day11 day32
1 41 65 3 72
2 131 142 4 82
3 153 123 2 125
4 162 131 0 132
5 76 95 1 145
6 64 72 3 167
7 205 165 4 92
8 213 190 1 72
AVE 130.63 122.88 2.25 110.88
STDEV 64.65 43.80 1.49 36.20
SQRT 2.83 2.83 2.83 2.83





















Ingenuity Canonical Pathways  -log(p-value)Ratio z-score
Acute Phase Response Signaling 14.2 0.156 3.153
Hepatic Fibrosis Signaling Pathway 10.8 0.0931 5.578
Hepatic Fibrosis / Hepatic Stellate Cell Activation 10.5 0.129 #NUM!
Atherosclerosis Signaling 10.4 0.157 #NUM!
Granulocyte Adhesion and Diapedesis 10.4 0.134 #NUM!
Tumor Microenvironment Pathway 10.2 0.131 3.962
Neuroinflammation Signaling Pathway 9.44 0.0967 3.53
Agranulocyte Adhesion and Diapedesis 9.42 0.12 #NUM!
Role of Macrophages, Fibroblasts and Endothelial Cells in Rheumatoid Arthritis 9.01 0.0927 #NUM!
Osteoarthritis Pathway 8.97 0.109 3.3
Ingenuity Canonical Pathways  -log(p-value)Ratio z-score
Glutamate Receptor Signaling 5.4 0.158 -2.236
Neuropathic Pain Signaling In Dorsal Horn Neurons 4.85 0.109 -3.317
CREB Signaling in Neurons 4.17 0.0486 -4.811
Synaptogenesis Signaling Pathway 4.15 0.0609 -3.3
Axonal Guidance Signaling 3.94 0.0506 #NUM!
Gap Junction Signaling 3.32 0.0657 #NUM!
Glycine Degradation (Creatine Biosynthesis) 3.31 1 #NUM!
Synaptic Long Term Potentiation 3.23 0.0775 -2.828
Synaptic Long Term Depression 2.98 0.0635 -3.317
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IPA up gene list 













Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Fold ChangeExpr p-valueExp  Fals  Discovery Rate (q-value)
A2M alpha-2-macroglobulinA2m 5.236 0 0
FOS Fos proto-oncogene, AP-1 transcription factor subunitFos 9.466 0 0
HMOX1 heme oxygenase 1Hmox1 3.207 0 0
OSMR oncostatin M receptorOsmr 6.132 0 0
SERPINE1serpin family E member 1Serpin 1 17.785 0 0
SERPINF2serpin family F member 2Serpinf2 16.941 0 0
SOCS3 suppressor of cytokine signaling 3Socs3 34.555 0 0
TNFRSF1ATNF receptor superfamily member 1ATnfrsf1a 3.415 0 0
CEBPB CCAAT enhancer binding protein betaCebpb 2.976 1.22E-14 7.08E-12
SERPINA3serpin family A member 3Serpina3n 3.491 2.04E-14 1.14E-11
STAT3 signal transducer and activator of transcription 3Stat3 2.503 1.19E-12 4.61E-10
AGT angiotensinogenA t 2.537 1.59E-12 6.05E-10
RBP3 retinol binding protein 3Rbp3 24.672 1.37E-11 4.24E-09
JUN Jun proto-oncogene, AP-1 transcription factor subunitJun 2.315 1.87E-11 5.59E-09
C4A/C4B complement C4B (Chido blood group)C4b 2.21 3.63E-09 7.31E-07
CP ceruloplasminCp 2.113 3.58E-08 5.63E-06
ITIH3 inter-alpha-trypsin inhibitor heavy chain 3Itih3 2.342 6.26E-08 9.25E-06
IL1B interleukin 1 betaIl1b 12.282 3.77E-06 0.000352
ITIH2 inter-alpha-trypsin inhibitor heavy chain 2Itih2 2.819 6.03E-06 0.000523
VWF von Willebrand factorVwf 2.022 0.000012 0.000932
SERPING1serpin family G member 1Serping1 2.097 6.33E-05 0.00362
C3 complement C3C3 2.919 6.73E-05 0.00382
TNF tumor necrosis factorTnf 11.097 7.54E-05 0.00419
ITIH4 inter-alpha-trypsin inhibitor heavy chain 4Itih4 10.367 0.000116 0.00593
MYD88 MYD88 innate immune signal transduction adaptorMyd88 2.234 0.000158 0.00754
CRABP2 cellular retinoic acid binding protein 2Crabp2 2.197 0.00108 0.0354
Saa3 serum amyloid A 3Saa3 121.046 0.0013 0.0408
SOCS1 suppressor of cytokine signaling 1Socs1 2.247 0.00158 0.0472
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Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Fold ChangeExpr p-valueExp  Fals  Discovery Rate (q-value)
FOS Fos proto-oncogene, AP-1 transcription factor subunitFos 9.466 0 0
SERPINE1serpin family E member 1Serpin 1 17.785 0 0
SPP1 secreted phosphoprotein 1Sp 1 6.018 0 0
TNFRSF1ATNF receptor superfamily member 1ATnfrsf1a 3.415 0 0
TIMP1 TIMP metallopeptidase inhibitor 1Timp1 86.676 1.11E-16 8.55E-14
RHOJ ras homolog family member JRhoj 5.826 1.22E-15 8.32E-13
IL17RA interleukin 17 receptor AIl17ra 2.639 2.66E-15 1.71E-12
CEBPB CCAAT enhancer binding protein betaCebpb 2.976 1.22E-14 7.08E-12
ICAM1 intercellular adhesion molecule 1Icam1 4.005 2.09E-13 9.71E-11
STAT3 signal transducer and activator of transcription 3Stat3 2.503 1.19E-12 4.61E-10
AGT angiotensinogenA t 2.537 1.59E-12 6.05E-10
COL5A3 collagen type V alpha 3 chainCol5a3 4.861 2.78E-12 9.98E-10
ITGA5 integrin subunit alpha 5Itga5 5.366 2.77E-12 9.98E-10
ACVR1C activin A receptor type 1CAcvr1c 2.957 1.68E-11 5.11E-09
JUN Jun proto-oncogene, AP-1 transcription factor subunitJun 2.315 1.87E-11 5.59E-09
MYC MYC proto-oncogene, bHLH transcription factorMy 2.737 6.6E-11 1.76E-08
WNT9B Wnt family member 9BWnt9 19.267 9.11E-11 2.36E-08
CCL2 C-C motif chemokine ligand 2Ccl12 12.058 8.16E-10 1.87E-07
COL3A1 collagen type III alpha 1 chainCol3a1 3.66 1.11E-08 2.01E-06
PIK3R6 phosphoinositide-3-kinase regulatory subunit 6P k3r6 4.138 6.1E-08 9.06E-06
SNAI1 snail family transcriptional repressor 1Snai1 4.136 8.3 E-08 1.18E-05
ITGA2 integrin subunit alpha 2Itga2 13.163 5.06E-07 6.05E-05
EDN1 endothelin 1Edn1 2.449 2.9E-06 0.000281
IL1B interleukin 1 betaIl1b 12.282 3.77E-06 0.000352
WNT10A Wnt family member 10AWnt10a 2.435 5.09E-06 0.000456
SMAD7 SMAD family member 7Smad7 2.223 9.2E-06 0.000748
IL1R2 interleukin 1 receptor type 2Il1r2 4.794 1.17E-05 0.00091
WNT10B Wnt family member 10BWnt10b 3.087 5.49E-05 0.00325
RAC2 Rac family small GTPase 2Rac2 2.361 6.29E-05 0.00361
TNF tumor necrosis factorTnf 11.097 7.54E-05 0.00419
GLIS1 GLIS family zinc finger 1Glis1 2.976 0.000141 0.00691
MYD88 MYD88 innate immune signal transduction adaptorMyd88 2.234 0.000158 0.00754
IL18RAP interleukin 18 receptor accessory proteinIl18rap 7.768 0.00024 0.0106
FGF2 fibroblast growth factor 2Fgf2 2.996 0.00101 0.0334
GLI1 GLI family zinc finger 1Gli1 2.218 0.0017 0.05
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Tumor microenvironment pathway 
 
Neuroinflammation signaling pathway 
 
 
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Fold ChangeExpr p-valueExp  Fals  Discovery Rate (q-value)
CD44 CD44 molecule (Indian blood group)Cd44 9.551 0 0
FOS Fos proto-oncogene, AP-1 transcription factor subunitFos 9.466 0 0
SPP1 secreted phosphoprotein 1Sp 1 6.018 0 0
TNFRSF1ATNF receptor superfamily member 1ATnfrsf1a 3.415 0 0
ICAM1 intercellular adhesion molecule 1Icam1 4.005 2.09E-13 9.71E-11
STAT3 signal transducer and activator of transcription 3Stat3 2.503 1.19E-12 4.61E-10
ITGA5 integrin subunit alpha 5Itga5 5.366 2.77E-12 9.98E-10
PTGS2 prostaglandin-endoperoxide synthase 2Ptgs2 6.745 3.08E-12 1.09E-09
JUN Jun proto-oncogene, AP-1 transcription factor subunitJun 2.315 1.87E-11 5.59E-09
MYC MYC proto-oncogene, bHLH transcription factorMy 2.737 6.6E-11 1.76E-08
CCL2 C-C motif chemokine ligand 2Ccl12 12.058 8.16E-10 1.87E-07
FAS Fas cell surface death receptorF s 3.12 6.08E-09 1.17E-06
MMP19 matrix metallopeptidase 19Mmp19 4.024 1.34E-08 2.32E-06
PIK3R6 phosphoinositide-3-kinase regulatory subunit 6P k3r6 4.138 6.1E-08 9.06E-06
IL1B interleukin 1 betaIl1b 12.282 3.77E-06 0.000352
FGF21 fibroblast growth factor 21Fgf21 57.925 1.37E-05 0.00103
HLA-A major histocompatibility complex, class I, AH2-Q4 2.417 2.32E-05 0.00162
CXCR4 C-X-C motif chemokine receptor 4Cxcr4 2.589 4.11E-05 0.00259
TNF tumor necrosis factorTnf 11.097 7.54E-05 0.00419
TNC tenascin CTnc 2.532 0.000237 0.0106
CD274 CD274 moleculeCd274 2.268 0.000309 0.0131
MMP3 matrix metallopeptidase 3Mmp3 184.072 0.000399 0.0161
FGF2 fibroblast growth factor 2Fgf2 2.996 0.00101 0.0334
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Fold ChangeExpr p-valueExp  Fals  Discovery Rate (q-value)
FOS Fos proto-oncogene, AP-1 transcription factor subunitFos 9.466 0 0
HMOX1 heme oxygenase 1Hmox1 3.207 0 0
TNFRSF1ATNF receptor superfamily member 1ATnfrsf1a 3.415 0 0
PLA2G3 phospholipase A2 group IIIPla2g3 4.899 6.66E-16 4.74E-13
ICAM1 intercellular adhesion molecule 1Icam1 4.005 2.09E-13 9.71E-11
PTGS2 prostaglandin-endoperoxide synthase 2Ptgs2 6.745 3.08E-12 1.09E-09
ACVR1C activin A receptor type 1CAcvr1c 2.957 1.68E-11 5.11E-09
JUN Jun proto-oncogene, AP-1 transcription factor subunitJun 2.315 1.87E-11 5.59E-09
CXCL10 C-X-C motif chemokine ligand 10Cxcl10 37.294 8.28E-11 2.16E-08
MAPK4 mitogen-activated protein kinase 4M pk4 2.566 1.28E-10 3.24E-08
BDNF brain derived neurotrophic factorBd f 3.163 2.65E-10 6.47E-08
CCL2 C-C motif chemokine ligand 2Ccl12 12.058 8.16E-10 1.87E-07
FAS Fas cell surface death receptorF s 3.12 6.08E-09 1.17E-06
PIK3R6 phosphoinositide-3-kinase regulatory subunit 6P k3r6 4.138 6.1E-08 9.06E-06
GABRR2 gamma-aminobutyric acid type A receptor subunit rho2Ga rr2 3.846 9.27E-08 0.000013
PLA2G2F phospholipase A2 group IIFPla2g f 3.614 1.66E-07 2.24E-05
SLC6A12 solute carrier family 6 member 12Slc6a12 4.763 2.85E-07 3.58E-05
IL1B interleukin 1 betaIl1b 12.282 3.77E-06 0.000352
IRF7 interferon regulatory factor 7Irf7 2.644 9.27E-06 0.000751
TLR2 toll like receptor 2Tlr2 2.532 1.59E-05 0.00117
HLA-A major histocompatibility complex, class I, AH2-Q4 2.417 2.32E-05 0.00162
TNF tumor necrosis factorTnf 11.097 7.54E-05 0.00419
BIRC3 baculoviral IAP repeat containing 3Birc3 2.259 0.000108 0.00558
MYD88 MYD88 innate immune signal transduction adaptorMyd88 2.234 0.000158 0.00754
MMP3 matrix metallopeptidase 3Mmp3 184.072 0.000399 0.0161
PLA2G2D phospholipase A2 group IIDPla2g d 3.186 0.000655 0.0239
NAIP NLR family apoptosis inhibitory proteinNaip2 2.301 0.000767 0.0272
HLA-DQB1major histocompatibility complex, class II, DQ beta 1H2-Ab1 2.967 0.00129 0.0405



















Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Fold ChangeExpr p-valueExp  Fals  Discovery Rate (q-value)
SPP1 secreted phosphoprotein 1Sp 1 6.018 0 0
TNFRSF1ATNF receptor superfamily member 1ATnfrsf1a 3.415 0 0
CEBPB CCAAT enhancer binding protein betaCebpb 2.976 1.22E-14 7.08E-12
SPHK1 sphingosine kinase 1Sphk1 9.977 2.15E-14 1.19E-11
ANXA2 annexin A2Anxa2 2.916 1.06E-13 5.21E-11
ITGA5 integrin subunit alpha 5Itga5 5.366 2.77E-12 9.98E-10
PTGS2 prostaglandin-endoperoxide synthase 2Ptgs2 6.745 3.08E-12 1.09E-09
S1PR2 sphingosine-1-phosphate receptor 2S pr2 2.633 3.07E-08 4.92E-06
H19 H19 imprinted maternally expressed transcriptH19 8.145 6.69E-08 9.83E-06
S1PR3 sphingosine-1-phosphate receptor 3S pr3 2.821 1.19E-07 1.64E-05
ITGA2 integrin subunit alpha 2Itga2 13.163 5.06E-07 6.05E-05
SP7 Sp7 transcription factorS 7 6.591 1.83E-06 0.000189
IL1B interleukin 1 betaIl1b 12.282 3.77E-06 0.000352
SMAD7 SMAD family member 7Smad7 2.223 9.2E-06 0.000748
IL1R2 interleukin 1 receptor type 2Il1r2 4.794 1.17E-05 0.00091
TLR2 toll like receptor 2Tlr2 2.532 1.59E-05 0.00117
CASP4 caspase 4 Casp4 4.515 3.82E-05 0.00245
TNF tumor necrosis factorTnf 11.097 7.54E-05 0.00419
GLIS1 GLIS family zinc finger 1Glis1 2.976 0.000141 0.00691
IL18RAP interleukin 18 receptor accessory proteinIl18rap 7.768 0.00024 0.0106
SERPINA12serpin family A member 12Serpina12 6.15 0.000249 0.011
MMP3 matrix metallopeptidase 3Mmp3 184.072 0.000399 0.0161
FGF2 fibroblast growth factor 2Fgf2 2.996 0.00101 0.0334
GLI1 GLI family zinc finger 1Gli1 2.218 0.0017 0.05
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IPA down gene list 
Glutamate receptor signaling 
 
Neuropathic pain signaling in dorsal horn neuron 
 
CREB signaling in neurons 
 
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Fold ChangeExpr p-valueExp  Fals  Discovery Rate (q-value)
GRM3 glutamate metabotropic receptor 3Grm3 -2.081 4.66E-07 5.64E-05
HOMER2 homer scaffold protein 2Home 2 -1.624 2.15E-06 0.000216
GRM5 glutamate metabotropic receptor 5Grm5 -1.536 5.05E-05 0.00305
GRIA2 glutamate ionotropic receptor AMPA type subunit 2Gria2 -1.487 0.000177 0.00827
GRIA4 glutamate ionotropic receptor AMPA type subunit 4Gria4 -1.404 0.000405 0.0163
CAMK4 calciumcalmodulin dependent protein kinase IVCamk4 -1.457 0.00058 0.0217
GRIA3 glutamate ionotropic receptor AMPA type subunit 3Gria3 -1.451 0.000648 0.0237
GRIK3 glutamate ionotropic receptor kainate type subunit 3Grik3 -1.391 0.000684 0.0248
GRIK2 glutamate ionotropic receptor kainate type subunit 2Grik2 -1.37 0.00157 0.047
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Fold ChangeExpr p-valueExp  Fals  Discovery Rate (q-value)
GRM3 glutamate metabotropic receptor 3Grm3 -2.081 4.66E-07 5.64E-05
KCNN3 potassium calcium-activated channel subfamily N member 3Kcnn3 -1.612 6.9E-06 0.000585
GRM5 glutamate metabotropic receptor 5Grm5 -1.536 5.05E-05 0.00305
PLCD4 phospholipase C delta 4Plcd4 -1.828 7.77E-05 0.0043
GPR37 G protein-coupled receptor 37Gpr37 -1.527 8.01E-05 0.00441
GRIA2 glutamate ionotropic receptor AMPA type subunit 2Gria2 -1.487 0.000177 0.00827
GRIA4 glutamate ionotropic receptor AMPA type subunit 4Gria4 -1.404 0.000405 0.0163
ITPR1 inositol 1,4,5-trisphosphate receptor type 1Itpr1 -1.409 0.00051 0.0197
KCNQ3 potassium voltage-gated channel subfamily Q member 3Kcnq3 -1.462 0.000545 0.0207
CAMK4 calciumcalmodulin dependent protein kinase IVCamk4 -1.457 0.00058 0.0217
GRIA3 glutamate ionotropic receptor AMPA type subunit 3Gria3 -1.451 0.000648 0.0237
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Fold ChangeExpr p-valueExp  Fals  Discovery Rate (q-value)
NPY2R neuropeptide Y receptor Y2Npy2r - .312 9.29E-08 0.000013
GRM3 glutamate metabotropic receptor 3Grm3 -2.081 4.66E-07 5.64E-05
S1PR1 sphingosine-1-phosphate receptor 1S pr1 -1.694 5.33E-07 6.36E-05
MC4R melanocortin 4 receptorMc4 -1.994 9.55E-07 0.000105
ADCYAP1R1ADCYAP receptor type IAdcyap1r1 -1.57 3.82E-06 0.000356
RASD2 RASD family member 2Rasd2 -1.64 4.33E-06 0.000401
HTR1B 5-hydroxytryptamine receptor 1BHtr1b -1.98 1.04E-05 0.000819
NTSR2 neurotensin receptor 2Ntsr2 -1.644 2.86E-05 0.00194
GPR155 G protein-coupled receptor 155Gpr155 -1.534 4.02E-05 0.00255
GNAL G protein subunit alpha LGnal -1.486 0.000041 0.00259
GRM5 glutamate metabotropic receptor 5Grm5 -1.536 5.05E-05 0.00305
PLCD4 phospholipase C delta 4Plcd4 -1.828 7.77E-05 0.0043
GPR37 G protein-coupled receptor 37Gpr37 -1.527 8.01E-05 0.00441
GPR12 G protein-coupled receptor 12Gpr12 -1.717 0.00011 0.00565
GPR6 G protein-coupled receptor 6Gpr6 -3.229 0.000148 0.00717
GRIA2 glutamate ionotropic receptor AMPA type subunit 2Gria2 -1.487 0.000177 0.00827
LPAR1 lysophosphatidic acid receptor 1Lpar1 -1.515 0.000312 0.0131
CRHR1 corticotropin releasing hormone receptor 1Crhr1 -1.64 0.00038 0.0155
GRIA4 glutamate ionotropic receptor AMPA type subunit 4Gria4 -1.404 0.000405 0.0163
ITPR1 inositol 1,4,5-trisphosphate receptor type 1Itpr1 -1.409 0.00051 0.0197
HTR1A 5-hydroxytryptamine receptor 1AHtr1a -1.628 0.000575 0.0216
CAMK4 calciumcalmodulin dependent protein kinase IVCamk4 -1.457 0.00058 0.0217
NPY1R neuropeptide Y receptor Y1Npy1r - .539 0.0006 0.0224
GRIA3 glutamate ionotropic receptor AMPA type subunit 3Gria3 -1.451 0.000648 0.0237
GRIK3 glutamate ionotropic receptor kainate type subunit 3Grik3 -1.391 0.000684 0.0248
GNB4 G protein subunit beta 4Gnb4 -1.456 0.000914 0.0312
ADCY1 adenylate cyclase 1Adcy1 -1.432 0.000917 0.0313
AKT2 AKT serinethreonine kinase 2Akt2 -1.384 0.000929 0.0315
GRIK2 glutamate ionotropic receptor kainate type subunit 2Grik2 -1.37 0.00157 0.047
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Synaptogenesis signaling pathway 
 
Synaptic long term potentiation 
 
Synaptic long term depression 
 
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Fold ChangeExpr p-valueExp  Fals  Discovery Rate (q-value)
STXBP6 syntaxin binding protein 6Stxbp6 -1.856 1.87E-07 0.000025
GRM3 glutamate metabotropic receptor 3Grm3 -2.081 4.66E-07 5.64E-05
RASD2 RASD family member 2Rasd2 -1.64 4.33E-06 0.000401
NRXN1 neurexin 1 Nrxn1 -1.561 0.000023 0.00161
GRM5 glutamate metabotropic receptor 5Grm5 -1.536 5.05E-05 0.00305
EPHB2 EPH receptor B2Ephb -1.489 8.36E-05 0.00454
THBS4 thrombospondin 4Thbs4 -1.683 0.000107 0.00554
STXBP4 syntaxin binding protein 4Stxbp4 -1.544 0.000109 0.00562
GRIA2 glutamate ionotropic receptor AMPA type subunit 2Gria2 -1.487 0.000177 0.00827
ITSN1 intersectin 1Itsn1 -1.4 0.000196 0.00898
GRIA4 glutamate ionotropic receptor AMPA type subunit 4Gria4 -1.404 0.000405 0.0163
CHN1 chimerin 1 Chn1 -1.411 0.000447 0.0176
ITPR1 inositol 1,4,5-trisphosphate receptor type 1Itpr1 -1.409 0.00051 0.0197
SYT17 synaptotagmin 17Syt17 -1.391 0.000527 0.0201
CAMK4 calciumcalmodulin dependent protein kinase IVCamk4 -1.457 0.00058 0.0217
GRIA3 glutamate ionotropic receptor AMPA type subunit 3Gria3 -1.451 0.000648 0.0237
ADCY1 adenylate cyclase 1Adcy1 -1.432 0.000917 0.0313
CLASP2 cytoplasmic linker associated protein 2Clasp2 -1.4 0.000921 0.0313
AKT2 AKT serinethreonine kinase 2Akt2 -1.384 0.000929 0.0315
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Fold ChangeExpr p-valueExp  Fals  Discovery Rate (q-value)
GRM3 glutamate metabotropic receptor 3Grm3 -2.081 4.66E-07 5.64E-05
RASD2 RASD family member 2Rasd2 -1.64 4.33E-06 0.000401
GRM5 glutamate metabotropic receptor 5Grm5 -1.536 5.05E-05 0.00305
PLCD4 phospholipase C delta 4Plcd4 -1.828 7.77E-05 0.0043
GRIA2 glutamate ionotropic receptor AMPA type subunit 2Gria2 -1.487 0.000177 0.00827
GRIA4 glutamate ionotropic receptor AMPA type subunit 4Gria4 -1.404 0.000405 0.0163
ITPR1 inositol 1,4,5-trisphosphate receptor type 1Itpr1 -1.409 0.00051 0.0197
CAMK4 calciumcalmodulin dependent protein kinase IVCamk4 -1.457 0.00058 0.0217
GRIA3 glutamate ionotropic receptor AMPA type subunit 3Gria3 -1.451 0.000648 0.0237
ADCY1 adenylate cyclase 1Adcy1 -1.432 0.000917 0.0313
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Fold ChangeExpr p-valueExp  Fals  Discovery Rate (q-value)
GRM3 glutamate metabotropic receptor 3Grm3 -2.081 4.66E-07 5.64E-05
RASD2 RASD family member 2Rasd2 -1.64 4.33E-06 0.000401
PLA2G7 phospholipase A2 group VIIPla2g7 -1.603 8.36E-06 0.000694
GNAL G protein subunit alpha LGnal -1.486 0.000041 0.00259
GRM5 glutamate metabotropic receptor 5Grm5 -1.536 5.05E-05 0.00305
PLCD4 phospholipase C delta 4Plcd4 -1.828 7.77E-05 0.0043
GRIA2 glutamate ionotropic receptor AMPA type subunit 2Gria2 -1.487 0.000177 0.00827
CRHR1 corticotropin releasing hormone receptor 1Crhr1 -1.64 0.00038 0.0155
RYR3 ryanodine receptor 3Ryr3 -1.527 0.000398 0.0161
GRIA4 glutamate ionotropic receptor AMPA type subunit 4Gria4 -1.404 0.000405 0.0163
ITPR1 inositol 1,4,5-trisphosphate receptor type 1Itpr1 -1.409 0.00051 0.0197













P val. ES 
NES P val. 
NES FDR (q) val. Gene set size 
GO_MRNA_BINDING_INVOLVED_IN_POSTTRANSCRIPTIONAL_GENE_SILENCING GO_MRNA_BINDING_INVOLVED_IN_POSTTRANSCRIPTIONAL_GENE_SILENCINGDetails ... 140 0.63674 2.420428 0 0
GO_RESPONSE_TO_MOLECULE_OF_BACTERIAL_ORIGIN GO_RESPONSE_TO_MOLECULE_OF_BACTERIAL_ORIGINDetails ... 308 0.554681 2.33157 0 0
GO_RESPONSE_TO_INTERLEUKIN_1 GO_RESPONSE_TO_INTERLEUKIN_1Details ... 179 0.577445 2.287635 0 0
GO_RESPONSE_TO_INTERFERON_GAMMA GO_RESPONSE_TO_INTERFERON_GAMMADetails ... 163 0.57499 2.253501 0 0
GO_GRANULOCYTE_MIGRATION GO_GRANULOCYTE_MIGRATIONDetails ... 113 0.590548 2.188476 0 0.00021
GO_GROWTH_FACTOR_BINDING GO_GROWTH_FACTOR_BINDINGDetails ... 132 0.566282 2.173638 0 0.00019
GO_REGULATION_OF_ADAPTIVE_IMMUNE_RESPONSE GO_REGULATION_OF_ADAPTIVE_IMMUNE_RESPONSEDetails ... 143 0.557936 2.143837 0 0.00018
GO_ADAPTIVE_IMMUNE_RESPONSE_BASED_ON_SOMATIC_RECOMBINATION_OF_IMMUNE_RECEPTORS_BUILT_FROM_IMMUNOGLOBULIN_SUPERFAMILY_DOMAINSGO_ADAPTIVE_IMMUNE_RESPONSE_BASED_ON_S TIC_RECOMBINATION_OF_IMMUNE_RECEPTORS_BUILT_FROM_IMMUNOGLOBULIN_SUPERFAMILY_DOMAINS257 0.515183 2.115352 0 0.00037
GO_DEFENSE_RESPONSE_TO_OTHER_ORGANISM GO_DEFENSE_RESPONSE_TO_OTHER_ORGANISM431 0.491448 2.113484 0 0.00034
GO_REGULATION_OF_VASCULATURE_DEVELOPMENT GO_REGULATION_OF_VASCULATURE_DEVELOPMENT382 0.485149 2.066623 0 0.00080
GO_NEGATIVE_REGULATION_OF_CELL_ACTIVATION GO_NEGATIVE_REGULATION_OF_CELL_ACTIVATION188 0.51684 2.050142 0 0.00105
GO_CYTOKINE_METABOLIC_PROCESS GO_CYTOKINE_METABOLIC_PROCESS107 0.563418 2.048227 0 0.001025
GO_POSITIVE_REGULATION_OF_VASCULATURE_DEVELOPMENT GO_POSITIVE_REGULATION_OF_VASCULATURE_DEVELOPMENT212 0.51294 2.047784 0 0.001001
GO_HUMORAL_IMMUNE_RESPONSE GO_HUMORAL_IMMUNE_RESPONSE224 0.498874 2.037757 0 0.001255
GO_PATTERN_RECOGNITION_RECEPTOR_SIGNALING_PATHWAY GO_PATTERN_RECOGNITION_RECEPTOR_SIGNALING_PATHWAY176 0.514725 2.022773 0 0.001725
GO_CELLULAR_RESPONSE_TO_BIOTIC_STIMULUS GO_CELLULAR_RESPONSE_TO_BIOTIC_STIMULUS207 0.509939 2.018842 0 0.001764
GO_BLOOD_MICROPARTICLE GO_BLOOD_MICROPARTICLE106 0.553625 2.012544 0 0.001862
GO_PLACENTA_DEVELOPMENT GO_PLACENTA_DEVELOPMENT145 0.523396 2.004477 0 0.002122
GO_ADAPTIVE_IMMUNE_RESPONSE GO_ADAPTIVE_IMMUNE_RESPONSE416 0.468458 1.999938 0 0.002286
GO_DEFENSE_RESPONSE_TO_BACTERIUM GO_DEFENSE_RESPONSE_TO_BACTERIUM223 0.496039 1.996635 0 0.002346
GO_RESPONSE_TO_TUMOR_NECROSIS_FACTOR GO_RESPONSE_TO_TUMOR_NECROSIS_FACTOR282 0.486998 1.995445 0 0.002347
GO_LEUKOCYTE_MIGRATION GO_LEUKOCYTE_MIGRATION395 0.464889 1.988937 0 0.002477
GO_REGULATION_OF_EPITHELIAL_CELL_DIFFERENTIATION GO_REGULATION_OF_EPITHELIAL_CELL_DIFFERENTIATION141 0.519266 1.981868 0 0.002774
GO_NEGATIVE_REGULATION_OF_MULTI_ORGANISM_PROCESS GO_NEGATIVE_REGULATION_OF_MULTI_ORGANISM_PROCESS158 0.513076 1.980354 0 0.002787
GO_REGULATION_OF_MYELOID_LEUKOCYTE_DIFFERENTIATION GO_REGULATION_OF_MYELOID_LEUKOCYTE_DIFFERENTIATION113 0.528628 1.974145 0 0.003132
GO_REGULATION_OF_RESPONSE_TO_WOUNDING GO_REGULATION_OF_RESPONSE_TO_WOUNDING161 0.50624 1.968392 0 0.003278
GO_RESPONSE_TO_VIRUS GO_RESPONSE_TO_VIRUS 284 0.478076 1.96527 0 0.003304
GO_REGULATION_OF_IMMUNE_EFFECTOR_PROCESS GO_REGULATION_OF_IMMUNE_EFFECTOR_PROCESS361 0.465451 1.960825 0 0.00341
GO_NEGATIVE_REGULATION_OF_LYMPHOCYTE_ACTIVATION GO_NEGATIVE_REGULATION_OF_LYMPHOCYTE_ACTIVATION136 0.511468 1.960739 0 0.00337
GO_POSITIVE_REGULATION_OF_DEFENSE_RESPONSE GO_POSITIVE_REGULATION_OF_DEFENSE_RESPONSE450 0.454644 1.960659 0 0.003331
Gene Set name 
Gene Set name 
GO_CILIARY_PLASM GO_CILIARY_PLASMDetails ... 110 -0.50818 -1.95386 0 0.040112
GO_PLASMA_MEMBRANE_BOUNDED_CELL_PROJECTION_CYTOPLASM GO_PLASMA_MEMBRANE_BOUNDED_CELL_PROJECTION_CYTOPLASMDetails ... 192 -0.45863 -1.90837 0 0.053519
GO_INTRINSIC_COMPONENT_OF_SYNAPTIC_MEMBRANE GO_INTRINSIC_COMPONENT_OF_SYNAPTIC_MEMBRANEDetails ... 166 -0.46702 -1.90411 0 0.051342
GO_CILIUM_ORGANIZATION GO_CILIUM_ORGANIZATIONDetails ... 362 -0.42605 -1.8784 0 0.055408
GO_MOTILE_CILIUM GO_MOTILE_CILIUM 171 -0.43652 -1.78448 0 0.090441
GO_INTRINSIC_COMPONENT_OF_POSTSYNAPTIC_MEMBRANE GO_INTRINSIC_COMPONENT_OF_POSTSYNAPTIC_MEMBRANE122 -0.448 -1.73467 0 0.118498
GO_MICROTUBULE_BASED_MOVEMENT GO_MICROTUBULE_BASED_MOVEMENT262 -0.40166 -1.71907 0 0.118042
GO_CILIARY_PART GO_CILIARY_PART 423 -0.37753 -1.67183 0 0.16497
GO_FATTY_ACID_CATABOLIC_PROCESS GO_FATTY_ACID_CATABOLIC_PROCESS102 -0.42791 -1.6257 0.002309 0.21511
GO_POSTSYNAPTIC_SPECIALIZATION_MEMBRANE GO_POSTSYNAPTIC_SPECIALIZATION_MEMBRANE101 -0.43045 -1.61328 0 0.219939
GO_SYNAPTIC_MEMBRANE GO_SYNAPTIC_MEMBRANE425 -0.35401 -1.57922 0 0.249844
FDR (q) val. Gene set size ES 
93 
 
GSEA gene list  Enrichment Score に加算された遺伝子のみ 
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NAME PROBE DESCRIPTION<br>(from dataset)GENE SYMBOLGENE_TITLERANK IN GENE LISTRANK METRIC SCORERUNNING SCORE ENRICHMENT
row_0 ZFP36 ZFP36 ring finger protein [Source:HGNC Symbol;Acc:HGNC:12862]RNF141 ring finger protein 141 [S urce:HGNC Symbol;Acc:HGNC:21159]2 3.161294 0.018769 Yes
row_1 CD14 CD14 molecule [Source:HGNC Symbol;Acc:HGNC:1628]n ll null 10 2.552599 0.033625 Yes
row_2 SELE selectin E [Source:HGNC Symbol;Acc:HGNC:10718]null null 17 2.358044 0.047374 Yes
row_3 C5AR1 complement C5a receptor 1 [Source:HGNC Symbol;Acc:HGNC:1338]ull null 19 2.330684 0.061238 Yes
row_4 CEBPB CCAAT enhancer binding protein beta [Source:HGNC Symbol;Acc:HGNC:1834]null null 23 2.254705 0.074537 Yes
row_5 ICAM1 intercellular adhesion molecule 1 [Source:HGNC Symbol;Acc:HGNC:5344]null null 45 1.983095 0.085213 Yes
row_6 IL1B interleukin 1 beta [Source:HGNC Symbol;Acc:HGNC:5992]null null 60 1.861938 0.095555 Yes
row_7 SBNO2 strawberry notch homolog 2 [Source:HGNC Symbol;Acc:HGNC:29158]null null 86 1.721288 0.104445 Yes
row_8 VIM vimentin [Source:HGNC Symbol;Acc:HGNC:12692]null null 88 .719174 0.114657 Yes
row_9 TNF tumor necrosis factor [Source:HGNC Symbol;Acc:HGNC:11892]null null 92 1.705965 0. 24679 Yes
row_10 TRIB1 tribbles pseudokinase 1 [Source:HGNC Symbol;Acc:HGNC:16891]n ll null 106 1.667505 0.133915 Yes
row_11 EDN1 endothelin 1 [Source:HGNC Symbol;Acc:HGNC:3176]null null 120 1.627358 0.142911 Yes
row_12 PTGES prostaglandin E synthase [Source:HGNC Symbol;Acc:HGNC:9599]null null 129 1.600717 0.152027 Yes
row_13 TLR2 toll like receptor 2 [Source:HGNC Symbol;Acc:HGNC:11848]null n ll 131 1.595979 0.161503 Yes
row_14 MAPKAPK3mitogen-activated protein kinase-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6888]null null 158 1.514087 0.1691 Yes
row_15 SELP selectin P [Source:HGNC Symbol;Acc:HGNC:10721]null null 161 1.505416 0.177979 Yes
row_16 MAPKAPK2mitogen-activated protein kinase-activated protein kinase 2 [Source:HGNC Symbol;Acc:HGNC:6887]null null 162 1.502916 0.186955 Yes
row_17 ADM adrenomedullin [Source:HGNC Symbol;Acc:HGNC:259]nu l null 164 1.498102 0.195847 Yes
row_18 LCN2 lipocalin 2 [Source:HGNC Symbol;Acc:HGNC:6526]null null 170 1.486467 0.204447 Yes
row_19 CNR2 cannabinoid receptor 2 [Source:HGNC Symbol;Acc:HGNC:2160]null null 208 1.434627 0.210958 Yes
row_20 CCL2 C-C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10618]null null 210 1.432788 0.219459 Yes
row_21 NFKBIA NFKB inhibitor alpha [Source:HGNC Symbol;Acc:HGNC:7797]null null 214 1.424415 0.227799 Yes
row_22 GJB2 gap junction protein beta 2 [Source:HGNC Symbol;Acc:HGNC:4284]ull null 226 1.414732 0.235637 Yes
row_23 ZC3H12A zinc finger CCCH-type containing 12A [Source:HGNC Symbol;Acc:HGNC:26259]null null 243 1.381521 0.242998 Yes
row_24 JUN Jun proto-oncogene, AP-1 transcription factor subunit [Source:HGNC Symbol;Acc:HGNC:6204]null null 251 1.36177 0.250742 Yes
row_25 HCK HCK proto-oncogene, Src family tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:4840]null null 255 1.356714 0.258678 Yes
row_26 CSF2RB colony stimulating factor 2 receptor beta common subunit [Source:HGNC Symbol;Acc:HGNC:2436]null null 283 1.315266 0.265032 Yes
row_27 CSF3 colony stimulating factor 3 [Source:HGNC Symbol;Acc:HGNC:2438]null null 284 1.314933 0.272885 Yes
row_28 NFKB2 nuclear factor kappa B subunit 2 [Source:HGNC Symbol;Acc:HGNC:7795]null null 289 1.313295 0.280506 Yes
row_29 NOS3 nitric oxide synthase 3 [Source:HGNC Symbol;Acc:HGNC:7876]null null 324 1.272082 0.286213 Yes
row_30 SPON2 spondin 2 [Source:HGNC Symbol;Acc:HGNC:11253]null null 346 1.247093 0.292494 Yes
row_31 NOD2 nucleotide binding oligomerization domain containing 2 [Source:HGNC Symbol;Acc:HGNC:5331]null null 354 1.236977 0.299492 Yes
row_32 RARA retinoic acid receptor alpha [Source:HGNC Symbol;Acc:HGNC:9864]null null 360 1.231279 0.306568 Yes
row_33 CITED1 Cbp/p300 interacting transactivator with Glu/Asp rich carboxy-terminal domain 1 [Source:HGNC Symbol;Acc:HGNC:1986]ull null 395 1.193902 0.311808 Yes
row_34 SLC11A1 solute carrier family 11 member 1 [Source:HGNC Symbol;Acc:HGNC:10907]null null 397 1.192577 0.318875 Yes
row_35 FCGR2B Fc fragment of IgG receptor IIb [Source:HGNC Symbol;Acc:HGNC:3618]null null 420 1.166605 0.324619 Yes
row_36 TH tyrosine hydroxylase [Source:HGNC Symbol;Acc:HGNC:11782]null null 437 1.153219 0.330617 Yes
row_37 NOTCH1 notch receptor 1 [Source:HGNC Symbol;Acc:HGNC:7881]null null 467 1.125332 0.335725 Yes
row_38 SERPINE1 serpin family E member 1 [Source:HGNC Symbol;Acc:HGNC:8583]null null 484 1.110428 0.341467 Yes
row_39 LITAF lipopolysaccharide induced TNF factor [Source:HGNC Symbol;Acc:HGNC:16841]null n ll 528 1.075892 0.345502 Yes
row_40 FOS Fos proto-oncogene, AP-1 transcription factor subunit [Source:HGNC Symbol;Acc:HGNC:3796]null null 620 1.017798 0.346521 Yes
row_41 TSPO translocator protein [Source:HGNC Symbol;Acc:HGNC:1158]null null 627 1.013351 0.35224 Yes
row_42 IRF8 interferon regulatory factor 8 [Source:HGNC Symbol;Acc:HGNC:5358]null null 644 1.007688 0.357369 Yes
row_43 JUNB JunB proto-oncogene, AP-1 transcription factor subunit [Source:HGNC Symbol;Acc:HGNC:6205]null null 681 0.984499 0.361247 Yes
row_44 IRGM immunity related GTPase M [Source:HGNC Symbol;Acc:HGNC:29597]null null 706 0.971191 0.365713 Yes
row_45 IRAK3 interleukin 1 receptor associated kinase 3 [Source:HGNC Symbol;Acc:HGNC:17020]null null 737 0.959821 0.369777 Yes
row_46 TLR1 toll like receptor 1 [Source:HGNC Symbol;Acc:HGNC:11847]null n ll 742 0.958903 0.375281 Yes
row_47 TGFB1 transforming growth factor beta 1 [Source:HGNC Symbol;Acc:HGNC:11766]ull null 792 0.934259 0.378137 Yes
row_48 INAVA innate immunity activator [Source:HGNC Symbol;Acc:HGNC:25599]null null 801 0.927824 0.383233 Yes
row_49 CXCL10 C-X-C motif chemokine ligand 10 [Source:HGNC Symbol;Acc:HGNC:10637]null ul 818 0.920907 0.387844 Yes
row_50 JUND JunD proto-oncogene, AP-1 transcription factor subunit [Source:HGNC Symbol;Acc:HGNC:6206]null null 827 0.917571 0.392879 Yes
row_51 S100A8 S100 calcium binding protein A8 [Source:HGNC Symbol;Acc:HGNC:10498]null null 854 0.907847 0.396855 Yes
row_52 RELA RELA proto-oncogene, NF-kB subunit [Source:HGNC Symbol;Acc:HGNC:9955]null null 880 0.900454 0.400843 Yes
row_53 HAVCR2 hepatitis A virus cellular receptor 2 [Source:HGNC Symbol;Acc:HGNC:18437]null null 923 0.884714 0.403792 Yes
row_54 HMGB2 high mobility group box 2 [Source:HGNC Symbol;Acc:HGNC:5000]null null 930 0.883303 0.408734 Yes
row_55 PTGS2 prostaglandin-endoperoxide synthase 2 [Source:HGNC Symbol;Acc:HGNC:9605]null null 955 0.870946 0.412601 Yes
row_56 PTGER4 prostaglandin E receptor 4 [Source:HGNC Symbol;Acc:HGNC:9596]null null 976 0.864729 0.416653 Yes
row_57 PTGER2 prostaglandin E receptor 2 [Source:HGNC Symbol;Acc:HGNC:9594]null null 979 0.863085 0.4216 7 Yes
row_58 S100A14 S100 calcium binding protein A14 [Source:HGNC Symbol;Acc:HGNC:18901]null null 998 0.855873 0.425808 Yes
row_59 THBD thrombomodulin [Source:HGNC Symbol;Acc:HGNC:11784]null null 1008 0.852513 0. 30399 Yes
row_60 TIRAP TIR domain containing adaptor protein [Source:HGNC Symbol;Acc:HGNC:17192]null null 1025 0.846916 0.434567 Yes
row_61 SSC5D scavenger receptor cysteine rich family member with 5 domains [Source:HGNC Symbol;Acc:HGNC:26641]null null 1039 0.840622 0.438865 Yes
row_62 REN renin [Source:HGNC Symbol;Acc:HGNC:9958]null null 1071 0.828872 0.442092 Yes
row_63 KCNJ8 potassium voltage-gated channel subfamily J member 8 [Source:HGNC Symbol;Acc:HGNC:6269]nu l null 1082 0.826336 0.446471 Yes
row_64 CD274 CD274 molecule [Source:HGNC Symbol;Acc:HGNC:17635]null null 1137 0.808266 0.448296 Yes
row_65 PABPN1 poly(A) binding protein nuclear 1 [Source:HGNC Symbol;Acc:HGNC:8565]null ull 1145 0.806103 0.452721 Yes
row_66 CARD9 caspase recruitment domain family member 9 [Source:HGNC Symbol;Acc:HGNC:16391]null null 1151 0.804089 0.457245 Yes
row_67 BCL10 BCL10 immune signaling adaptor [Source:HGNC Symbol;Acc:HGNC:989]n ll null 1152 0.80382 0.462046 Yes
row_68 APOB apolipoprotein B [Source:HGNC Symbol;Acc:HGNC:603]null null 1203 0.7890 0.463978 Yes
row_69 HNRNPA0 heterogeneous nuclear ribonucleoprotein A0 [Source:HGNC Symbol;Acc:HGNC:5030]null null 1204 0.78813 0.468685 Yes
row_70 LOXL1 lysyl oxidase like 1 [Source:HGNC Symbol;Acc:HGNC:6665]null n ll 1225 0.781646 0.472242 Yes
row_71 IL1RN interleukin 1 receptor antagonist [Source:HGNC Symbol;Acc:HGNC:6000]null null 1230 0.779751 0.476676 Yes
row_72 MTDH metadherin [Source:HGNC Symbol;Acc:HGNC:29608]null null 1263 0.7707 1 0.4795 Yes
row_73 TNFRSF1BTNF receptor superfamily member 1B [Source:HGNC Symbol;Acc:HGNC:11917]null nu l 1266 0.770309 0.483989 Yes
row_74 CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]1268 0.769097 0.488527 Yes
row_75 SPARC secreted protein acidic and cysteine rich [Source:HGNC Symbol;Acc:HGNC:11219]null null 1270 0.768752 0.493062 Yes
row_76 ERBIN erbb2 interacting protein [Source:HGNC Symbol;Acc:HGNC:15842]null null 1272 0.768202 0.497595 Yes
row_77 LIAS lipoic acid synthetase [Source:HGNC Symbol;Acc:HGNC:16429]null null 1284 0.766209 0.501559 Yes
row_78 NFKBIB NFKB inhibitor beta [Source:HGNC Symbol;Acc:HGNC:7798]null null 1290 0.764767 0.505849 Yes
row_79 TNFRSF11ATNF receptor superfamily member 11a [Source:HGNC Symbol;Acc:HGNC:11908]null nu l 1302 0.762219 0.509789 Yes
row_80 ABR ABR activator of RhoGEF and GTPase [Source:HGNC Symbol;Acc:HGNC:81]null null 1417 0.730132 0.507812 Yes
row_81 IL12RB2 interleukin 12 receptor subunit beta 2 [Source:HGNC Symbol;Acc:HGNC:5972]null null 1478 0.716508 0.508755 Yes
row_82 GCH1 GTP cyclohydrolase 1 [Source:HGNC Symbol;Acc:HGNC:4193]null null 1487 0.714308 0.512576 Yes
row_83 SCARB1 scavenger receptor class B member 1 [Source:HGNC Symbol;Acc:HGNC:1664]null null 1497 0.712012 0.516328 Yes
row_84 ARG1 arginase 1 [Source:HGNC Symbol;Acc:HGNC:663]null null 1600 0. 86015 0.514754 Yes
row_85 PDE4B phosphodiesterase 4B [Source:HGNC Symbol;Acc:HGNC:8781]null null 1611 0.683817 0.518282 Yes
row_86 ACOD1 aconitate decarboxylase 1 [Source:HGNC Symbol;Acc:HGNC:33904]null null 1723 0.655652 0.516027 Yes
row_87 RPS6KA3 ribosomal protein S6 kinase A3 [Source:HGNC Symbol;Acc:HGNC:10432]null null 1764 0.646897 0.517666 Yes
row_88 PDCD1LG2programmed cell death 1 ligand 2 [Source:HGNC Symbol;Acc:HGNC:18731]null null 1783 0.643064 0.520506 Yes
row_89 IL6 interleukin 6 [Source:HGNC Symbol;Acc:HGNC:6018]null null 1820 0.635449 0.522299 Yes
row_90 NOCT nocturnin [Source:HGNC Symbol;Acc:HGNC:14254]null null 1823 0.634 66 0.525978 Yes
row_91 RIPK2 receptor interacting serine/threonine kinase 2 [Source:HGNC Symbol;Acc:HGNC:10020]null null 1824 0.634153 0.529765 Yes
row_92 F2R coagulation factor II thrombin receptor [Source:HGNC Symbol;Acc:HGNC:3537]ull null 1825 0.633969 0.533551 Yes
row_93 CCR5 C-C motif chemokine receptor 5 (gene/pseudogene) [Source:HGNC Symbol;Acc:HGNC:1606]null null 1856 0.625297 0.535618 Yes
row_94 NLRP3 NLR family pyrin domain containing 3 [Source:HGNC Symbol;Acc:HGNC:16400]null null 1913 0.613383 0.536168 Yes
row_95 FZD5 frizzled class receptor 5 [Source:HGNC Symbol;Acc:HGNC:4043]null null 1927 0.611015 0.539 94 Yes
row_96 PENK proenkephalin [Source:HGNC Symbol;Acc:HGNC:8831]null null 1961 0.602596 0.540858 Yes
row_97 TNIP2 TNFAIP3 interacting protein 2 [Source:HGNC Symbol;Acc:HGNC:19118]null null 1963 0.601991 0.544398 Yes
row_98 PLAA phospholipase A2 activating protein [Source:HGNC Symbol;Acc:HGNC:9043]null null 2042 0.58765 0.543571 Yes
row_99 PTGIR prostaglandin I2 receptor [Source:HGNC Symbol;Acc:HGNC:9602]null null 2080 0.581216 0.544 85 Yes
row_100 CASP8 caspase 8 [Source:HGNC Symbol;Acc:HGNC:1509]null null 2116 0.574852 0.546472 Yes
row_101 GNRH1 gonadotropin releasing hormone 1 [Source:HGNC Symbol;Acc:HGNC:4419]null null 2269 0.546425 0.541284 Yes
row_102 ADAM9 ADAM metallopeptidase domain 9 [Source:HGNC Symbol;Acc:HGNC:216]null null 2279 0.543817 0.544032 Yes
row_103 IRF5 interferon regulatory factor 5 [Source:HGNC Symbol;Acc:HGNC:6120]null null 2325 0.533587 0.544717 Yes
row_104 TRIM5 tripartite motif containing 5 [Source:HGNC Symbol;Acc:HGNC:16276]null ull 2413 0.518005 0.542973 Yes
row_105 PAF1 PAF1 homolog, Paf1/RNA polymerase II complex component [Source:HGNC Symbol;Acc:HGNC:25459]null null 2470 0.509023 0.5429 Yes
row_106 CD86 CD86 molecule [Source:HGNC Symbol;Acc:HGNC:1705]n ll null 2485 0.50636 0.545146 Yes
row_107 CASP3 caspase 3 [Source:HGNC Symbol;Acc:HGNC:1504]null null 2504 0.503086 0.547149 Yes
row_108 ADAMTS13ADAM metallopeptidase with thrombospondin type 1 motif 13 [Source:HGNC Symbol;Acc:HGNC:1366]null null 2557 0.494835 0.547214 Yes
row_109 LTA lymphotoxin alpha [Source:HGNC Symbol;Acc:HGNC:6709]ull n ll 2586 0.48764 0.548569 Yes
row_110 TNFAIP3 TNF alpha induced protein 3 [Source:HGNC Symbol;Acc:HGNC:11896]null null 2603 0.483989 0.55057 Yes
row_111 COMT catechol-O-methyltransferase [Source:HGNC Symbol;Acc:HGNC:2228]null ull 2605 0.483098 0.5534 Yes
row_112 TLR6 toll like receptor 6 [Source:HGNC Symbol;Acc:HGNC:16711]null n ll 2732 0.462737 0.549158 Yes
row_113 CASP1 caspase 1 [Source:HGNC Symbol;Acc:HGNC:1499]null null 2765 0.457003 0.550108 Yes
row_114 SIGIRR single Ig and TIR domain containing [Source:HGNC Symbol;Acc:HGNC:30575]null null 2788 0.453003 0.55159 Yes
row_115 ACP5 acid phosphatase 5, tartrate resistant [Source:HGNC Symbol;Acc:HGNC:124]null null 2934 0.430214 0.546098 Yes
row_116 PRKCE protein kinase C epsilon [Source:HGNC Symbol;Acc:HGNC:9401]null null 2996 0.42125 0.545222 Yes
row_117 LYN LYN proto-oncogene, Src family tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:6735]null null 3015 0.419311 0.546726 Yes
row_118 IL12A interleukin 12A [Source:HGNC Symbol;Acc:HGNC:5969]null null 3024 0.417767 0.548776 Yes
row_119 KMO kynurenine 3-monooxygenase [Source:HGNC Symbol;Acc:HGNC:6381]null null 3044 0.413958 0.550192 Yes
row_120 PPARD peroxisome proliferator activated receptor delta [Source:HGNC Symbol;Acc:HGNC:9235]null null 3060 0.411279 0.551814 Yes
row_121 TFPI tissue factor pathway inhibitor [Source:HGNC Symbol;Acc:HGNC:11760]null null 3071 0.409575 0.553704 Yes
row_122 HPGD 15-hydroxyprostaglandin dehydrogenase [Source:HGNC Symbol;Acc:HGNC:5154]null null 3098 0.405637 0.554681 Yes
row_123 NUGGC nuclear GTPase, germinal center associated [Source:HGNC Symbol;Acc:HGNC:33550]null null 3192 0.392742 0.551856 N
row_124 IL18BP interleukin 18 binding protein [Source:HGNC Symbol;Acc:HGNC:5987]null null 3237 0.385844 0.551714 No
row_125 CYP1A1 cytochrome P450 family 1 subfamily A member 1 [Source:HGNC Symbol;Acc:HGNC:2595]null null 3357 0.370024 0.547308 No
row_126 AXL AXL receptor tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:905]null null 3414 0.36257 0.54636 No
row_127 PLCG2 phospholipase C gamma 2 [Source:NCBI gene;Acc:5336]null null 3418 0.361904 0.548354 No
row_128 ANKRD1 ankyrin repeat domain 1 [Source:HGNC Symbol;Acc:HGNC:15819]null ull 3444 0.357798 0.549101 No
row_129 TRIM41 tripartite motif containing 41 [Source:HGNC Symbol;Acc:HGNC:19013]null ull 3629 0.336039 0.540878 No
row_130 MIF macrophage migration inhibitory factor [Source:HGNC Symbol;Acc:HGNC:7097]null ull 3903 0.302756 0.527508 No
row_131 PPBP pro-platelet basic protein [Source:HGNC Symbol;Acc:HGNC:9240]null null 4023 0.292051 0.522636 No
row_132 JAK2 Janus kinase 2 [Source:HGNC Symbol;Acc:HGNC:6192]null null 4118 0.28221 0.519095 No
row_133 VCAM1 vascular cell adhesion molecule 1 [Source:HGNC Symbol;Acc:HGNC:12663]null null 4129 0.281479 0.52022 No
row_134 TLR4 toll like receptor 4 [Source:HGNC Symbol;Acc:HGNC:11850]null n ll 4194 0.274516 0.518301 No
row_135 CD6 CD6 molecule [Source:HGNC Symbol;Acc:HGNC:1691]null null 4204 0.272705 0.51943 No
row_136 AKAP8 A-kinase anchoring protein 8 [Source:HGNC Symbol;Acc:HGNC:378]ull null 4343 0.26081 0.513315 No
row_137 OTUD5 OTU deubiquitinase 5 [Source:HGNC Symbol;Acc:HGNC:25402]n ll null 4352 0.259938 0.51 4 2 No
row_138 CEBPE CCAAT enhancer binding protein epsilon [Source:HGNC Symbol;Acc:HGNC:1836]null null 4496 0.244482 0.507932 No
row_139 MRC1 mannose receptor C-type 1 [Source:HGNC Symbol;Acc:HGNC:7228]null null 4541 0.240873 0.506924 No
row_140 MALT1 MALT1 paracaspase [Source:HGNC Symbol;Acc:HGNC:6819]null null 4578 0.237487 0.506341 No
row_141 LBP lipopolysaccharide binding protein [Source:HGNC Symbol;Acc:HGNC:6517]null ull 4765 0.219152 0.497308 No
row_142 SRC SRC proto-oncogene, non-receptor tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:11283]null null 4883 0.208782 0.49205 No
row_143 GGT1 gamma-glutamyltransferase 1 [Source:HGNC Symbol;Acc:HGNC:4250]PGGT1B protein geranylg ranyltransferase type I subunit beta [Source:HGNC Symbol;Acc:HGNC:8895]4906 0.205747 0.492056 No
row_144 NFKBIL1 NFKB inhibitor like 1 [Source:HGNC Symbol;Acc:HGNC:7800]null null 4922 0.204137 0.492441 No
row_145 IFNAR1 interferon alpha and beta receptor subunit 1 [Source:HGNC Symbol;Acc:HGNC:5432]null null 5028 0.195151 0.487769 No
row_146 CCL5 C-C motif chemokine ligand 5 [Source:HGNC Symbol;Acc:HGNC:10632]null null 5135 0.185759 0.482984 No
row_147 RHOA ras homolog family member A [Source:HGNC Symbol;Acc:HGNC:667]null null 5175 0.182183 0.481904 No
row_148 NR1D1 nuclear receptor subfamily 1 group D member 1 [Source:HGNC Symbol;Acc:HGNC:7962]null null 5230 0.177938 0.479965 No
row_149 CYP1A2 cytochrome P450 family 1 subfamily A member 2 [Source:HGNC Symbol;Acc:HGNC:2596]null null 5232 0.17766 0.48097 No
row_150 SIRT2 sirtuin 2 [Source:HGNC Symbol;Acc:HGNC:10886]n ll null 5313 0.1712 0.477545 No
row_151 CSF2 colony stimulating factor 2 [Source:HGNC Symbol;Acc:HGNC:2434]null null 5334 0.16862 0.4774 No
row_152 PLSCR3 phospholipid scramblase 3 [Source:HGNC Symbol;Acc:HGNC:16495]null null 5377 0.165396 0.476092 No
row_153 AKT1 AKT serine/threonine kinase 1 [Source:HGNC Symbol;Acc:HGNC:391]null null 5446 0.158374 0.473257 No
row_154 IL12B interleukin 12B [Source:HGNC Symbol;Acc:HGNC:5970]null null 5506 0.153767 0.470895 No
row_155 IL23R interleukin 23 receptor [Source:HGNC Symbol;Acc:HGNC:19100]null null 5573 0.148041 0.46811 No
row_156 MPO myeloperoxidase [Source:HGNC Symbol;Acc:HGNC:7218]null null 5608 0.14482 0.467085 No
row_157 BDKRB1 bradykinin receptor B1 [Source:HGNC Symbol;Acc:HGNC:1029]null null 5692 0.138652 0.463 8 No
row_158 ABCA1 ATP binding cassette subfamily A member 1 [Source:HGNC Symbol;Acc:HGNC:29]null n ll 5742 0.134315 0.461376 N
row_159 UPF1 UPF1 RNA helicase and ATPase [Source:HGNC Symbol;Acc:HGNC:9962]nul ull 5769 0.131689 0.460717 No
row_160 SASH1 SAM and SH3 domain containing 1 [Source:HGNC Symbol;Acc:HGNC:19182]null null 5825 0.127633 0.458421 No
row_161 NFKB1 nuclear factor kappa B subunit 1 [Source:HGNC Symbol;Acc:HGNC:7794]null null 5841 0.126551 0.458343 No
row_162 SLPI secretory leukocyte peptidase inhibitor [Source:HGNC Symbol;Acc:HGNC:11092]n ll null 5861 0.125188 0.458034 No
row_163 SELENOS selenoprotein S [Source:HGNC Symbol;Acc:HGNC:30396]null null 5881 0.123267 0.457714 No
row_164 TNIP3 TNFAIP3 interacting protein 3 [Source:HGNC Symbol;Acc:HGNC:19315]null null 5902 0.121678 0.457329 No
row_165 TRIM6 tripartite motif containing 6 [Source:HGNC Symbol;Acc:HGNC:16277]null ull 5923 0.120224 0.456935 No
row_166 PTGFR prostaglandin F receptor [Source:HGNC Symbol;Acc:HGNC:9600]null null 5928 0.12011 0.45743 No
row_167 CHUK component of inhibitor of nuclear factor kappa B kinase complex [Source:HGNC Symbol;Acc:HGNC:1974]null null 5968 0.116899 0.455959 No
row_168 SGMS1 sphingomyelin synthase 1 [Source:HGNC Symbol;Acc:HGNC:29799]null null 5988 0.115169 0.455591 No
row_169 ABL1 ABL proto-oncogene 1, non-receptor tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:76]null null 5991 0.114807 0.456165 o
row_170 CXCL9 C-X-C motif chemokine ligand 9 [Source:HGNC Symbol;Acc:HGNC:7098]null ul 6093 0.106281 0.451185 No
row_171 AKIRIN2 akirin 2 [Source:HGNC Symbol;Acc:HGNC:21407]n ll null 6110 0.105626 0.450926 No
row_172 LTF lactotransferrin [Source:HGNC Symbol;Acc:HGNC:6720]null null 6226 0.096775 0.44511 No
row_173 TNFSF4 TNF superfamily member 4 [Source:HGNC Symbol;Acc:HGNC:11934]null null 6260 0.094408 0.443839 No
row_174 EDNRB endothelin receptor type B [Source:HGNC Symbol;Acc:HGNC:3180]null null 6269 0.093793 0.443954 No
row_175 NR1H2 nuclear receptor subfamily 1 group H member 2 [Source:NCBI gene;Acc:7376]null null 6445 0.080987 0.434708 No
row_176 IL10RA interleukin 10 receptor subunit alpha [Source:HGNC Symbol;Acc:HGNC:5964]null null 6512 0.075367 0.431489 No
row_177 PELI1 pellino E3 ubiquitin protein ligase 1 [Source:HGNC Symbol;Acc:HGNC:8827]null null 6638 0.066983 0.424939 No
row_178 TICAM1 toll like receptor adaptor molecule 1 [Source:HGNC Symbol;Acc:HGNC:18348]null null 6705 0.063067 0.421646 No
row_179 RPS6KB1 ribosomal protein S6 kinase B1 [Source:HGNC Symbol;Acc:HGNC:10436]null null 6819 0.053925 0.415686 No
row_180 PYCARD PYD and CARD domain containing [Source:HGNC Symbol;Acc:HGNC:16608]null null 6909 0.047809 0.411023 No
row_181 ASS1 argininosuccinate synthase 1 [Source:HGNC Symbol;Acc:HGNC:758]null null 6920 0.04716 0.410749 No
row_182 CACTIN cactin, spliceosome C complex subunit [Source:HGNC Symbol;Acc:HGNC:29938]null null 6974 0.042622 0.408056 No
row_183 GNG12 G protein subunit gamma 12 [Source:HGNC Symbol;Acc:HGNC:19663]null null 7106 0.032766 0.400969 No
row_184 TLR9 toll like receptor 9 [Source:HGNC Symbol;Acc:HGNC:15633]null n ll 7339 0.014003 0.388153 No
row_185 BCR BCR activator of RhoGEF and GTPase [Source:HGNC Symbol;Acc:HGNC:1014]null null 7356 0.012688 0.38734 No
row_186 NR1H3 nuclear receptor subfamily 1 group H member 3 [Source:HGNC Symbol;Acc:HGNC:7966]null null 7481 0.003992 0.380469 No
row_187 EPO erythropoietin [Source:HGNC Symbol;Acc:HGNC:3415]EPX osinophil per xidase [Source:HGNC Symbol;Acc:HGNC:3423]7527 7.66E-04 0.377972 No
row_188 IL36A interleukin 36 alpha [Source:HGNC Symbol;Acc:HGNC:15562]null null 7558 0 0.37 304 No
row_189 IL36B interleukin 36 beta [Source:HGNC Symbol;Acc:HGNC:15564]null n ll 7559 0 0.376304 No
row_190 IL1F10 interleukin 1 family member 10 [Source:HGNC Symbol;Acc:HGNC:15552]null null 7778 0 0.364183 No
row_191 CXCL13 C-X-C motif chemokine ligand 13 [Source:HGNC Symbol;Acc:HGNC:10639]null ul 8155 0 0.343278 o
row_192 DEFA6 defensin alpha 6 [Source:HGNC Symbol;Acc:HGNC:2765]null null 8162 0 0.342945 No
row_193 DEFA4 defensin alpha 4 [Source:HGNC Symbol;Acc:HGNC:2763]null null 8163 0 0.342945 No
row_194 DEFA5 defensin alpha 5 [Source:HGNC Symbol;Acc:HGNC:2764]null null 8164 0 0.342945 No
row_195 AICDA activation induced cytidine deaminase [Source:HGNC Symbol;Acc:HGNC:13203]ull null 8165 0 0.342945 No
row_196 CXCL11 C-X-C motif chemokine ligand 11 [Source:HGNC Symbol;Acc:HGNC:10638]null ul 8166 0 0.342945 o
row_197 SCGB1A1 secretoglobin family 1A member 1 [Source:HGNC Symbol;Acc:HGNC:12523]null null 8314 0 0.334772 No
row_198 HAMP hepcidin antimicrobial peptide [Source:HGNC Symbol;Acc:HGNC:15598]null null 8420 0 0.328934 No
row_199 IL36RN interleukin 36 receptor antagonist [Source:HGNC Symbol;Acc:HGNC:15561]null null 8577 0 0.32026 No
row_200 MIR146B microRNA 146b [Source:HGNC Symbol;Acc:HGNC:32079]null null 8598 0 0.319148 No
row_201 IL10 interleukin 10 [Source:HGNC Symbol;Acc:HGNC:5962]null null 8802 0 0.307862 No
row_202 IL13 interleukin 13 [Source:HGNC Symbol;Acc:HGNC:5973]null null 8803 0 0.307862 No
row_203 ATP4B ATPase H+/K+ transporting subunit beta [Source:HGNC Symbol;Acc:HGNC:820]null null 8962 0 0.299077 No
row_204 MIR20A microRNA 20a [Source:HGNC Symbol;Acc:HGNC:31577]null null 9147 0 0.288847 No
row_205 MIR187 microRNA 187 [Source:HGNC Symbol;Acc:HGNC:31558]null null 9233 0 0.284121 No
row_206 UGT1A1 UDP glucuronosyltransferase family 1 member A1 [Source:HGNC Symbol;Acc:HGNC:12530]null null 9562 0 0.265885 No
row_207 MIR17 microRNA 17 [Source:HGNC Symbol;Acc:HGNC:31547]null null 9794 0 0.253041 No
row_208 MIR21 microRNA 21 [Source:HGNC Symbol;Acc:HGNC:31586]null null 9802 0 0.252652 No
row_209 CD40 CD40 molecule [Source:HGNC Symbol;Acc:HGNC:11919]n ll null 9844 -0.0012 0.25038 No
row_210 DAB2IP DAB2 interacting protein [Source:HGNC Symbol;Acc:HGNC:17294]null null 9864 -0.00214 0.249336 No
row_211 FGFR2 fibroblast growth factor receptor 2 [Source:HGNC Symbol;Acc:HGNC:3689]null null 9873 -0.00255 0.248907 No
row_212 CAPN2 calpain 2 [Source:HGNC Symbol;Acc:HGNC:1479]null null 9915 -0.00509 0.246657 No
row_213 GFI1 growth factor independent 1 transcriptional repressor [Source:HGNC Symbol;Acc:HGNC:4237]null null 9947 -0.0077 0.24498 No
row_214 CCR7 C-C motif chemokine receptor 7 [Source:HGNC Symbol;Acc:HGNC:1608]null null 10189 -0.02267 0.231716 No
row_215 TRAF6 TNF receptor associated factor 6 [Source:HGNC Symbol;Acc:HGNC:12036]null null 10210 -0.02394 0.230747 o
row_216 IL24 interleukin 24 [Source:HGNC Symbol;Acc:HGNC:11346]null null 10296 -0.02901 0.226194 No
row_217 FASLG Fas ligand [Source:HGNC Symbol;Acc:HGNC:11936]null null 10298 -0.02915 0.226313 No
row_218 ADH5 alcohol dehydrogenase 5 (class III), chi polypeptide [Source:HGNC Symbol;Acc:HGNC:253]null null 10309 -0.03018 0.225937 No
row_219 HDAC2 histone deacetylase 2 [Source:HGNC Symbol;Acc:HGNC:4853]null null 10335 -0.0323 0.22474 No
row_220 CLDN1 claudin 1 [Source:HGNC Symbol;Acc:HGNC:2032]null null 10437 -0.0395 0.219361 No
row_221 MGST1 microsomal glutathione S-transferase 1 [Source:HGNC Symbol;Acc:HGNC:7061]nul ull 10469 -0.04156 0.217885 No
row_222 MAPK8 mitogen-activated protein kinase 8 [Source:HGNC Symbol;Acc:HGNC:6881]null null 10566 -0.04778 0.212833 No
row_223 LY96 lymphocyte antigen 96 [Source:HGNC Symbol;Acc:HGNC:17156]null null 10591 -0.05069 0.2 1801 No
row_224 PRDX3 peroxiredoxin 3 [Source:HGNC Symbol;Acc:HGNC:9354]null null 10799 -0.0649 0.20068 No
row_225 BMP6 bone morphogenetic protein 6 [Source:HGNC Symbol;Acc:HGNC:1073]null null 10806 -0.06529 0.200736 No
row_226 SNCA synuclein alpha [Source:HGNC Symbol;Acc:HGNC:11138]null null 10810 -0.06539 0.20096 No
row_227 P2RX7 purinergic receptor P2X 7 [Source:HGNC Symbol;Acc:HGNC:8537]null null 10949 -0.07558 0.193739 No
row_228 TIMP4 TIMP metallopeptidase inhibitor 4 [Source:HGNC Symbol;Acc:HGNC:11823]null null 10982 -0.07851 0.192429 No
row_229 PDE4D phosphodiesterase 4D [Source:HGNC Symbol;Acc:HGNC:8783]null null 11005 -0.07968 0.191681 No
row_230 CDK4 cyclin dependent kinase 4 [Source:HGNC Symbol;Acc:HGNC:1773]null null 11324 -0.10287 0.1746 5 No
row_231 IL36G interleukin 36 gamma [Source:HGNC Symbol;Acc:HGNC:15741]null null 11369 -0.1067 0.172806 No
row_232 DUSP10 dual specificity phosphatase 10 [Source:HGNC Symbol;Acc:HGNC:3065]null null 11461 -0.1127 0.16842 No
row_233 NR1H4 nuclear receptor subfamily 1 group H member 4 [Source:HGNC Symbol;Acc:HGNC:7967]null null 11515 -0.11624 0.166167 No
row_234 WNT5A Wnt family member 5A [Source:HGNC Symbol;Acc:HGNC:12784]null null 11616 -0.12309 0.161342 No
row_235 IRAK2 interleukin 1 receptor associated kinase 2 [Source:HGNC Symbol;Acc:HGNC:6113]null null 11617 -0.12326 0.162079 No
row_236 IDO1 indoleamine 2,3-dioxygenase 1 [Source:HGNC Symbol;Acc:HGNC:6059]null null 11767 -0.13445 0.154597 No
row_237 STAR steroidogenic acute regulatory protein [Source:HGNC Symbol;Acc:HGNC:11359]ull null 11808 -0.13795 0.153197 No
row_238 HDAC5 histone deacetylase 5 [Source:HGNC Symbol;Acc:HGNC:14068]null null 11832 -0.13976 0.152753 No
row_239 CD80 CD80 molecule [Source:HGNC Symbol;Acc:HGNC:1700]n ll null 11904 -0.14581 0.149677 No
row_240 CPS1 carbamoyl-phosphate synthase 1 [Source:HGNC Symbol;Acc:HGNC:2323]null null 11935 -0.14772 0.148891 o
row_241 CTSG cathepsin G [Source:HGNC Symbol;Acc:HGNC:2532]null null 12058 -0.1 563 0.143037 No
row_242 CDC73 cell division cycle 73 [Source:HGNC Symbol;Acc:HGNC:16783]ull null 12223 -0.16721 0.134918 No
row_243 MAPK3 mitogen-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6877]null null 12259 -0.17004 0.133987 No
row_244 ELANE elastase, neutrophil expressed [Source:HGNC Symbol;Acc:HGNC:3309]n ll null 12313 -0.1739 0.132079 No
row_245 PTPN22 protein tyrosine phosphatase non-receptor type 22 [Source:HGNC Symbol;Acc:HGNC:9652]null null 12494 -0.18847 0.123197 No
row_246 SIRPA signal regulatory protein alpha [Source:HGNC Symbol;Acc:HGNC:9662]null null 12705 -0.20356 0.112737 No
row_247 CX3CR1 C-X3-C motif chemokine receptor 1 [Source:HGNC Symbol;Acc:HGNC:2558]null null 12937 -0.222 0.101219 No
row_248 KLRK1 killer cell lectin like receptor K1 [Source:HGNC Symbol;Acc:HGNC:18788]null null 12995 -0.22581 0.099399 No
row_249 MAPK1 mitogen-activated protein kinase 1 [Source:HGNC Symbol;Acc:HGNC:6871]null null 13028 -0.22829 0.098983 No
row_250 ALAD aminolevulinate dehydratase [Source:HGNC Symbol;Acc:HGNC:395]null null 13042 -0.22935 0.09963 No
row_251 CDK19 cyclin dependent kinase 19 [Source:HGNC Symbol;Acc:HGNC:19338]null null 13080 -0.23249 0.098962 No
row_252 IRAK1 interleukin 1 receptor associated kinase 1 [Source:HGNC Symbol;Acc:HGNC:6112]null null 13173 -0.24052 0.095283 No
row_253 MEF2C myocyte enhancer factor 2C [Source:HGNC Symbol;Acc:HGNC:6996]null null 13308 -0.25011 0.089326 No
row_254 CX3CL1 C-X3-C motif chemokine ligand 1 [Source:HGNC Symbol;Acc:HGNC:10647]null null 13429 -0.25831 0.084197 o
row_255 GJB6 gap junction protein beta 6 [Source:HGNC Symbol;Acc:HGNC:4288]ull null 13433 -0.25857 0.085575 No
row_256 B2M beta-2-microglobulin [Source:HGNC Symbol;Acc:HGNC:914]null null 13476 -0.26198 0.08 804 No
row_257 CD96 CD96 molecule [Source:HGNC Symbol;Acc:HGNC:16892]n ll null 13524 -0.26679 0.083784 No
row_258 IRF3 interferon regulatory factor 3 [Source:HGNC Symbol;Acc:HGNC:6118]null null 13605 -0.27462 0.080977 No
row_259 PRPF8 pre-mRNA processing factor 8 [Source:HGNC Symbol;Acc:HGNC:17340]null null 13696 -0.28151 0.077654 No
row_260 PRDX2 peroxiredoxin 2 [Source:HGNC Symbol;Acc:HGNC:9353]null null 13797 -0.29048 0.073829 No
row_261 CD55 CD55 molecule (Cromer blood group) [Source:HGNC Symbol;Acc:HGNC:2665]n ll null 13926 -0.30173 0.068514 No
row_262 CASP9 caspase 9 [Source:HGNC Symbol;Acc:HGNC:1511]null null 14005 -0.30852 0.06602 No
row_263 IL18 interleukin 18 [Source:HGNC Symbol;Acc:HGNC:5986]null null 14034 -0.31215 0.066328 No
row_264 CHMP5 charged multivesicular body protein 5 [Source:HGNC Symbol;Acc:HGNC:26942]null null 14040 -0.31276 0.067918 No
row_265 GSTP1 glutathione S-transferase pi 1 [Source:HGNC Symbol;Acc:HGNC:4638]null null 14139 -0.32363 0.064402 No
row_266 ADAM17 ADAM metallopeptidase domain 17 [Source:HGNC Symbol;Acc:HGNC:195]null null 14146 -0.3243 0.066005 No
row_267 ATP2A2 ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 2 [Source:HGNC Symbol;Acc:HGNC:812]null null 14412 -0.35024 0.053363 No
row_268 CNR1 cannabinoid receptor 1 [Source:HGNC Symbol;Acc:HGNC:2159]null null 14526 -0.36205 0.049243 No
row_269 LY86 lymphocyte antigen 86 [Source:HGNC Symbol;Acc:HGNC:16837]null null 14549 -0.36342 0.05019 No
row_270 CTR9 CTR9 homolog, Paf1/RNA polymerase II complex component [Source:HGNC Symbol;Acc:HGNC:16850]null null 14578 -0.36712 0.050826 No
row_271 SRR serine racemase [Source:HGNC Symbol;Acc:HGNC:14398]null null 14741 -0.38295 0.044106 No
row_272 TAC1 tachykinin precursor 1 [Source:HGNC Symbol;Acc:HGNC:11517]null null 14805 -0.39019 0.042934 No
row_273 WDR35 WD repeat domain 35 [Source:HGNC Symbol;Acc:HGNC:29250]null null 15025 -0.40965 0.033204 No
row_274 PPARGC1APPARG coactivator 1 alpha [Source:HGNC Symbol;Acc:HGNC:9237]null null 15073 -0.41441 0.033066 No
row_275 CMPK2 cytidine/uridine monophosphate kinase 2 [Source:HGNC Symbol;Acc:HGNC:27015]null null 15213 -0.43023 0.027907 No
row_276 DCN decorin [Source:HGNC Symbol;Acc:HGNC:2705]null null 15317 - .44278 0.024825 No
row_277 GHSR growth hormone secretagogue receptor [Source:HGNC Symbol;Acc:HGNC:4267]null null 15413 -0.45521 0.022262 No
row_278 MAPK14 mitogen-activated protein kinase 14 [Source:HGNC Symbol;Acc:HGNC:6876]null null 15595 -0.47756 0.01505 No
row_279 PRKCA protein kinase C alpha [Source:HGNC Symbol;Acc:HGNC:9393]null null 15675 -0.48766 0.01357 No
row_280 MAOB monoamine oxidase B [Source:HGNC Symbol;Acc:HGNC:6834]null null 15784 -0.50249 0.010567 No
row_281 PTGER1 prostaglandin E receptor 1 [Source:HGNC Symbol;Acc:HGNC:9593]null null 15858 -0.51299 0.009572 No
row_282 CYP27B1 cytochrome P450 family 27 subfamily B member 1 [Source:HGNC Symbol;Acc:HGNC:2606]null null 15915 -0.52095 0.00957 No
row_283 FER FER tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:3655]ull null 15957 -0.5273 0.010439 No
row_284 OPRK1 opioid receptor kappa 1 [Source:HGNC Symbol;Acc:HGNC:8154]null null 16000 -0.53359 0.011291 No
row_285 PCK1 phosphoenolpyruvate carboxykinase 1 [Source:HGNC Symbol;Acc:HGNC:8724]null null 16105 -0.5487 0.008786 No
row_286 CD36 CD36 molecule [Source:HGNC Symbol;Acc:HGNC:1663]n ll null 16197 -0.56129 0.007078 No
row_287 ALPL alkaline phosphatase, biomineralization associated [Source:HGNC Symbol;Acc:HGNC:438]null null 16575 -0.62367 -0.01016 No
row_288 MGST2 microsomal glutathione S-transferase 2 [Source:HGNC Symbol;Acc:HGNC:7063]nul ull 16584 -0.62496 -0.00687 No
row_289 HSF1 heat shock transcription factor 1 [Source:HGNC Symbol;Acc:HGNC:5224]null null 16654 -0.63749 -0.0069 No
row_290 TREM2 triggering receptor expressed on myeloid cells 2 [Source:HGNC Symbol;Acc:HGNC:17761]null null 16779 -0.66041 -0.00985 No
row_291 XBP1 X-box binding protein 1 [Source:HGNC Symbol;Acc:HGNC:12801]null null 16886 -0.68384 -0.0 166 No
row_292 PTAFR platelet activating factor receptor [Source:HGNC Symbol;Acc:HGNC:9582]null null 16899 -0.68785 -0.00822 o
row_293 NOS1 nitric oxide synthase 1 [Source:HGNC Symbol;Acc:HGNC:7872]null null 16911 -0.68997 -0.00471 No
row_294 TBXA2R thromboxane A2 receptor [Source:HGNC Symbol;Acc:HGNC:11608]ull null 16931 -0.69727 -0.0016 No
row_295 PLSCR4 phospholipid scramblase 4 [Source:HGNC Symbol;Acc:HGNC:16497]null null 17169 -0.75061 -0.01029 No
row_296 FMO1 flavin containing monooxygenase 1 [Source:HGNC Symbol;Acc:HGNC:3769]null null 17195 -0.7579 -0.00716 No
row_297 CNP 2',3'-cyclic nucleotide 3' phosphodiesterase [Source:HGNC Symbol;Acc:HGNC:2158]NPPC natriuretic peptide C [Source:HGNC Symbol;Ac :HGNC:7941]17253 -0.77592 -0.00569 No
row_298 CD180 CD180 molecule [Source:HGNC Symbol;Acc:HGNC:6726]null null 17356 -0.8058 -0.00655 No
row_299 PDCD4 programmed cell death 4 [Source:HGNC Symbol;Acc:HGNC:8763]null null 17402 -0.82626 -0.00412 No
row_300 NOS2 nitric oxide synthase 2 [Source:HGNC Symbol;Acc:HGNC:7873]null null 17456 -0.84343 -0.00203 No
row_301 CXCL6 C-X-C motif chemokine ligand 6 [Source:HGNC Symbol;Acc:HGNC:10643]null ul 17677 -0.93442 -0.00868 No
row_302 LDOC1 LDOC1 regulator of NFKB signaling [Source:HGNC Symbol;Acc:HGNC:6548]null null 17726 -0.95795 -0.00563 No
row_303 STAP1 signal transducing adaptor family member 1 [Source:HGNC Symbol;Acc:HGNC:24133]null null 17828 -1.01661 -0.00517 N
row_304 PALM3 paralemmin 3 [Source:HGNC Symbol;Acc:HGNC:33274]ull null 17882 -1.0493 -0.00185 No
row_305 FGF10 fibroblast growth factor 10 [Source:HGNC Symbol;Acc:HGNC:3666]null null 18083 -1.2436 -0.00554 No
row_306 OPRM1 opioid receptor mu 1 [Source:HGNC Symbol;Acc:HGNC:8156]null null 18185 -1.40402 -0.00277 No



























NAME PROBE DESCRIPTION<br>(from dataset)GENE SYMBOLGENE_TITLERANK IN GENE LISTRANK METRIC SCORERUNNING SCORE ENRICHMENT
row_0 ZFP36 ZFP36 ring finger protein [Source:HGNC Symbol;Acc:HGNC:12862]RNF141 ring finger protein 141 [S urce:HGNC Symbol;Acc:HGNC:21159]2 3.161294 0.018769 Yes
row_1 CD14 CD14 molecule [Source:HGNC Symbol;Acc:HGNC:1628]n ll null 10 2.552599 0.033625 Yes
row_2 SELE selectin E [Source:HGNC Symbol;Acc:HGNC:10718]null null 17 2.358044 0.047374 Yes
row_3 C5AR1 complement C5a receptor 1 [Source:HGNC Symbol;Acc:HGNC:1338]ull null 19 2.330684 0.061238 Yes
row_4 CEBPB CCAAT enhancer binding protein beta [Source:HGNC Symbol;Acc:HGNC:1834]null null 23 2.254705 0.074537 Yes
row_5 ICAM1 intercellular adhesion molecule 1 [Source:HGNC Symbol;Acc:HGNC:5344]null null 45 1.983095 0.085213 Yes
row_6 IL1B interleukin 1 beta [Source:HGNC Symbol;Acc:HGNC:5992]null null 60 1.861938 0.095555 Yes
row_7 SBNO2 strawberry notch homolog 2 [Source:HGNC Symbol;Acc:HGNC:29158]null null 86 1.721288 0.104445 Yes
row_8 VIM vimentin [Source:HGNC Symbol;Acc:HGNC:12692]null null 88 .719174 0.114657 Yes
row_9 TNF tumor necrosis factor [Source:HGNC Symbol;Acc:HGNC:11892]null null 92 1.705965 0. 24679 Yes
row_10 TRIB1 tribbles pseudokinase 1 [Source:HGNC Symbol;Acc:HGNC:16891]n ll null 106 1.667505 0.133915 Yes
row_11 EDN1 endothelin 1 [Source:HGNC Symbol;Acc:HGNC:3176]null null 120 1.627358 0.142911 Yes
row_12 PTGES prostaglandin E synthase [Source:HGNC Symbol;Acc:HGNC:9599]null null 129 1.600717 0.152027 Yes
row_13 TLR2 toll like receptor 2 [Source:HGNC Symbol;Acc:HGNC:11848]null n ll 131 1.595979 0.161503 Yes
row_14 MAPKAPK3mitogen-activated protein kinase-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6888]null null 158 1.514087 0.1691 Yes
row_15 SELP selectin P [Source:HGNC Symbol;Acc:HGNC:10721]null null 161 1.505416 0.177979 Yes
row_16 MAPKAPK2mitogen-activated protein kinase-activated protein kinase 2 [Source:HGNC Symbol;Acc:HGNC:6887]null null 162 1.502916 0.186955 Yes
row_17 ADM adrenomedullin [Source:HGNC Symbol;Acc:HGNC:259]nu l null 164 1.498102 0.195847 Yes
row_18 LCN2 lipocalin 2 [Source:HGNC Symbol;Acc:HGNC:6526]null null 170 1.486467 0.204447 Yes
row_19 CNR2 cannabinoid receptor 2 [Source:HGNC Symbol;Acc:HGNC:2160]null null 208 1.434627 0.210958 Yes
row_20 CCL2 C-C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10618]null null 210 1.432788 0.219459 Yes
row_21 NFKBIA NFKB inhibitor alpha [Source:HGNC Symbol;Acc:HGNC:7797]null null 214 1.424415 0.227799 Yes
row_22 GJB2 gap junction protein beta 2 [Source:HGNC Symbol;Acc:HGNC:4284]ull null 226 1.414732 0.235637 Yes
row_23 ZC3H12A zinc finger CCCH-type containing 12A [Source:HGNC Symbol;Acc:HGNC:26259]null null 243 1.381521 0.242998 Yes
row_24 JUN Jun proto-oncogene, AP-1 transcription factor subunit [Source:HGNC Symbol;Acc:HGNC:6204]null null 251 1.36177 0.250742 Yes
row_25 HCK HCK proto-oncogene, Src family tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:4840]null null 255 1.356714 0.258678 Yes
row_26 CSF2RB colony stimulating factor 2 receptor beta common subunit [Source:HGNC Symbol;Acc:HGNC:2436]null null 283 1.315266 0.265032 Yes
row_27 CSF3 colony stimulating factor 3 [Source:HGNC Symbol;Acc:HGNC:2438]null null 284 1.314933 0.272885 Yes
row_28 NFKB2 nuclear factor kappa B subunit 2 [Source:HGNC Symbol;Acc:HGNC:7795]null null 289 1.313295 0.280506 Yes
row_29 NOS3 nitric oxide synthase 3 [Source:HGNC Symbol;Acc:HGNC:7876]null null 324 1.272082 0.286213 Yes
row_30 SPON2 spondin 2 [Source:HGNC Symbol;Acc:HGNC:11253]null null 346 1.247093 0.292494 Yes
row_31 NOD2 nucleotide binding oligomerization domain containing 2 [Source:HGNC Symbol;Acc:HGNC:5331]null null 354 1.236977 0.299492 Yes
row_32 RARA retinoic acid receptor alpha [Source:HGNC Symbol;Acc:HGNC:9864]null null 360 1.231279 0.306568 Yes
row_33 CITED1 Cbp/p300 interacting transactivator with Glu/Asp rich carboxy-terminal domain 1 [Source:HGNC Symbol;Acc:HGNC:1986]ull null 395 1.193902 0.311808 Yes
row_34 SLC11A1 solute carrier family 11 member 1 [Source:HGNC Symbol;Acc:HGNC:10907]null null 397 1.192577 0.318875 Yes
row_35 FCGR2B Fc fragment of IgG receptor IIb [Source:HGNC Symbol;Acc:HGNC:3618]null null 420 1.166605 0.324619 Yes
row_36 TH tyrosine hydroxylase [Source:HGNC Symbol;Acc:HGNC:11782]null null 437 1.153219 0.330617 Yes
row_37 NOTCH1 notch receptor 1 [Source:HGNC Symbol;Acc:HGNC:7881]null null 467 1.125332 0.335725 Yes
row_38 SERPINE1 serpin family E member 1 [Source:HGNC Symbol;Acc:HGNC:8583]null null 484 1.110428 0.341467 Yes
row_39 LITAF lipopolysaccharide induced TNF factor [Source:HGNC Symbol;Acc:HGNC:16841]null n ll 528 1.075892 0.345502 Yes
row_40 FOS Fos proto-oncogene, AP-1 transcription factor subunit [Source:HGNC Symbol;Acc:HGNC:3796]null null 620 1.017798 0.346521 Yes
row_41 TSPO translocator protein [Source:HGNC Symbol;Acc:HGNC:1158]null null 627 1.013351 0.35224 Yes
row_42 IRF8 interferon regulatory factor 8 [Source:HGNC Symbol;Acc:HGNC:5358]null null 644 1.007688 0.357369 Yes
row_43 JUNB JunB proto-oncogene, AP-1 transcription factor subunit [Source:HGNC Symbol;Acc:HGNC:6205]null null 681 0.984499 0.361247 Yes
row_44 IRGM immunity related GTPase M [Source:HGNC Symbol;Acc:HGNC:29597]null null 706 0.971191 0.365713 Yes
row_45 IRAK3 interleukin 1 receptor associated kinase 3 [Source:HGNC Symbol;Acc:HGNC:17020]null null 737 0.959821 0.369777 Yes
row_46 TLR1 toll like receptor 1 [Source:HGNC Symbol;Acc:HGNC:11847]null n ll 742 0.958903 0.375281 Yes
row_47 TGFB1 transforming growth factor beta 1 [Source:HGNC Symbol;Acc:HGNC:11766]ull null 792 0.934259 0.378137 Yes
row_48 INAVA innate immunity activator [Source:HGNC Symbol;Acc:HGNC:25599]null null 801 0.927824 0.383233 Yes
row_49 CXCL10 C-X-C motif chemokine ligand 10 [Source:HGNC Symbol;Acc:HGNC:10637]null ul 818 0.920907 0.387844 Yes
row_50 JUND JunD proto-oncogene, AP-1 transcription factor subunit [Source:HGNC Symbol;Acc:HGNC:6206]null null 827 0.917571 0.392879 Yes
row_51 S100A8 S100 calcium binding protein A8 [Source:HGNC Symbol;Acc:HGNC:10498]null null 854 0.907847 0.396855 Yes
row_52 RELA RELA proto-oncogene, NF-kB subunit [Source:HGNC Symbol;Acc:HGNC:9955]null null 880 0.900454 0.400843 Yes
row_53 HAVCR2 hepatitis A virus cellular receptor 2 [Source:HGNC Symbol;Acc:HGNC:18437]null null 923 0.884714 0.403792 Yes
row_54 HMGB2 high mobility group box 2 [Source:HGNC Symbol;Acc:HGNC:5000]null null 930 0.883303 0.408734 Yes
row_55 PTGS2 prostaglandin-endoperoxide synthase 2 [Source:HGNC Symbol;Acc:HGNC:9605]null null 955 0.870946 0.412601 Yes
row_56 PTGER4 prostaglandin E receptor 4 [Source:HGNC Symbol;Acc:HGNC:9596]null null 976 0.864729 0.416653 Yes
row_57 PTGER2 prostaglandin E receptor 2 [Source:HGNC Symbol;Acc:HGNC:9594]null null 979 0.863085 0.4216 7 Yes
row_58 S100A14 S100 calcium binding protein A14 [Source:HGNC Symbol;Acc:HGNC:18901]null null 998 0.855873 0.425808 Yes
row_59 THBD thrombomodulin [Source:HGNC Symbol;Acc:HGNC:11784]null null 1008 0.852513 0. 30399 Yes
row_60 TIRAP TIR domain containing adaptor protein [Source:HGNC Symbol;Acc:HGNC:17192]null null 1025 0.846916 0.434567 Yes
row_61 SSC5D scavenger receptor cysteine rich family member with 5 domains [Source:HGNC Symbol;Acc:HGNC:26641]null null 1039 0.840622 0.438865 Yes
row_62 REN renin [Source:HGNC Symbol;Acc:HGNC:9958]null null 1071 0.828872 0.442092 Yes
row_63 KCNJ8 potassium voltage-gated channel subfamily J member 8 [Source:HGNC Symbol;Acc:HGNC:6269]nu l null 1082 0.826336 0.446471 Yes
row_64 CD274 CD274 molecule [Source:HGNC Symbol;Acc:HGNC:17635]null null 1137 0.808266 0.448296 Yes
row_65 PABPN1 poly(A) binding protein nuclear 1 [Source:HGNC Symbol;Acc:HGNC:8565]null ull 1145 0.806103 0.452721 Yes
row_66 CARD9 caspase recruitment domain family member 9 [Source:HGNC Symbol;Acc:HGNC:16391]null null 1151 0.804089 0.457245 Yes
row_67 BCL10 BCL10 immune signaling adaptor [Source:HGNC Symbol;Acc:HGNC:989]n ll null 1152 0.80382 0.462046 Yes
row_68 APOB apolipoprotein B [Source:HGNC Symbol;Acc:HGNC:603]null null 1203 0.7890 0.463978 Yes
row_69 HNRNPA0 heterogeneous nuclear ribonucleoprotein A0 [Source:HGNC Symbol;Acc:HGNC:5030]null null 1204 0.78813 0.468685 Yes
row_70 LOXL1 lysyl oxidase like 1 [Source:HGNC Symbol;Acc:HGNC:6665]null n ll 1225 0.781646 0.472242 Yes
row_71 IL1RN interleukin 1 receptor antagonist [Source:HGNC Symbol;Acc:HGNC:6000]null null 1230 0.779751 0.476676 Yes
row_72 MTDH metadherin [Source:HGNC Symbol;Acc:HGNC:29608]null null 1263 0.7707 1 0.4795 Yes
row_73 TNFRSF1BTNF receptor superfamily member 1B [Source:HGNC Symbol;Acc:HGNC:11917]null nu l 1266 0.770309 0.483989 Yes
row_74 CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]1268 0.769097 0.488527 Yes
row_75 SPARC secreted protein acidic and cysteine rich [Source:HGNC Symbol;Acc:HGNC:11219]null null 1270 0.768752 0.493062 Yes
row_76 ERBIN erbb2 interacting protein [Source:HGNC Symbol;Acc:HGNC:15842]null null 1272 0.768202 0.497595 Yes
row_77 LIAS lipoic acid synthetase [Source:HGNC Symbol;Acc:HGNC:16429]null null 1284 0.766209 0.501559 Yes
row_78 NFKBIB NFKB inhibitor beta [Source:HGNC Symbol;Acc:HGNC:7798]null null 1290 0.764767 0.505849 Yes
row_79 TNFRSF11ATNF receptor superfamily member 11a [Source:HGNC Symbol;Acc:HGNC:11908]null nu l 1302 0.762219 0.509789 Yes
row_80 ABR ABR activator of RhoGEF and GTPase [Source:HGNC Symbol;Acc:HGNC:81]null null 1417 0.730132 0.507812 Yes
row_81 IL12RB2 interleukin 12 receptor subunit beta 2 [Source:HGNC Symbol;Acc:HGNC:5972]null null 1478 0.716508 0.508755 Yes
row_82 GCH1 GTP cyclohydrolase 1 [Source:HGNC Symbol;Acc:HGNC:4193]null null 1487 0.714308 0.512576 Yes
row_83 SCARB1 scavenger receptor class B member 1 [Source:HGNC Symbol;Acc:HGNC:1664]null null 1497 0.712012 0.516328 Yes
row_84 ARG1 arginase 1 [Source:HGNC Symbol;Acc:HGNC:663]null null 1600 0. 86015 0.514754 Yes
row_85 PDE4B phosphodiesterase 4B [Source:HGNC Symbol;Acc:HGNC:8781]null null 1611 0.683817 0.518282 Yes
row_86 ACOD1 aconitate decarboxylase 1 [Source:HGNC Symbol;Acc:HGNC:33904]null null 1723 0.655652 0.516027 Yes
row_87 RPS6KA3 ribosomal protein S6 kinase A3 [Source:HGNC Symbol;Acc:HGNC:10432]null null 1764 0.646897 0.517666 Yes
row_88 PDCD1LG2programmed cell death 1 ligand 2 [Source:HGNC Symbol;Acc:HGNC:18731]null null 1783 0.643064 0.520506 Yes
row_89 IL6 interleukin 6 [Source:HGNC Symbol;Acc:HGNC:6018]null null 1820 0.635449 0.522299 Yes
row_90 NOCT nocturnin [Source:HGNC Symbol;Acc:HGNC:14254]null null 1823 0.634 66 0.525978 Yes
row_91 RIPK2 receptor interacting serine/threonine kinase 2 [Source:HGNC Symbol;Acc:HGNC:10020]null null 1824 0.634153 0.529765 Yes
row_92 F2R coagulation factor II thrombin receptor [Source:HGNC Symbol;Acc:HGNC:3537]ull null 1825 0.633969 0.533551 Yes
row_93 CCR5 C-C motif chemokine receptor 5 (gene/pseudogene) [Source:HGNC Symbol;Acc:HGNC:1606]null null 1856 0.625297 0.535618 Yes
row_94 NLRP3 NLR family pyrin domain containing 3 [Source:HGNC Symbol;Acc:HGNC:16400]null null 1913 0.613383 0.536168 Yes
row_95 FZD5 frizzled class receptor 5 [Source:HGNC Symbol;Acc:HGNC:4043]null null 1927 0.611015 0.539 94 Yes
row_96 PENK proenkephalin [Source:HGNC Symbol;Acc:HGNC:8831]null null 1961 0.602596 0.540858 Yes
row_97 TNIP2 TNFAIP3 interacting protein 2 [Source:HGNC Symbol;Acc:HGNC:19118]null null 1963 0.601991 0.544398 Yes
row_98 PLAA phospholipase A2 activating protein [Source:HGNC Symbol;Acc:HGNC:9043]null null 2042 0.58765 0.543571 Yes
row_99 PTGIR prostaglandin I2 receptor [Source:HGNC Symbol;Acc:HGNC:9602]null null 2080 0.581216 0.544 85 Yes
row_100 CASP8 caspase 8 [Source:HGNC Symbol;Acc:HGNC:1509]null null 2116 0.574852 0.546472 Yes
row_101 GNRH1 gonadotropin releasing hormone 1 [Source:HGNC Symbol;Acc:HGNC:4419]null null 2269 0.546425 0.541284 Yes
row_102 ADAM9 ADAM metallopeptidase domain 9 [Source:HGNC Symbol;Acc:HGNC:216]null null 2279 0.543817 0.544032 Yes
row_103 IRF5 interferon regulatory factor 5 [Source:HGNC Symbol;Acc:HGNC:6120]null null 2325 0.533587 0.544717 Yes
row_104 TRIM5 tripartite motif containing 5 [Source:HGNC Symbol;Acc:HGNC:16276]null ull 2413 0.518005 0.542973 Yes
row_105 PAF1 PAF1 homolog, Paf1/RNA polymerase II complex component [Source:HGNC Symbol;Acc:HGNC:25459]null null 2470 0.509023 0.5429 Yes
row_106 CD86 CD86 molecule [Source:HGNC Symbol;Acc:HGNC:1705]n ll null 2485 0.50636 0.545146 Yes
row_107 CASP3 caspase 3 [Source:HGNC Symbol;Acc:HGNC:1504]null null 2504 0.503086 0.547149 Yes
row_108 ADAMTS13ADAM metallopeptidase with thrombospondin type 1 motif 13 [Source:HGNC Symbol;Acc:HGNC:1366]null null 2557 0.494835 0.547214 Yes
row_109 LTA lymphotoxin alpha [Source:HGNC Symbol;Acc:HGNC:6709]ull n ll 2586 0.48764 0.548569 Yes
row_110 TNFAIP3 TNF alpha induced protein 3 [Source:HGNC Symbol;Acc:HGNC:11896]null null 2603 0.483989 0.55057 Yes
row_111 COMT catechol-O-methyltransferase [Source:HGNC Symbol;Acc:HGNC:2228]null ull 2605 0.483098 0.5534 Yes
row_112 TLR6 toll like receptor 6 [Source:HGNC Symbol;Acc:HGNC:16711]null n ll 2732 0.462737 0.549158 Yes
row_113 CASP1 caspase 1 [Source:HGNC Symbol;Acc:HGNC:1499]null null 2765 0.457003 0.550108 Yes
row_114 SIGIRR single Ig and TIR domain containing [Source:HGNC Symbol;Acc:HGNC:30575]null null 2788 0.453003 0.55159 Yes
row_115 ACP5 acid phosphatase 5, tartrate resistant [Source:HGNC Symbol;Acc:HGNC:124]null null 2934 0.430214 0.546098 Yes
row_116 PRKCE protein kinase C epsilon [Source:HGNC Symbol;Acc:HGNC:9401]null null 2996 0.42125 0.545222 Yes
row_117 LYN LYN proto-oncogene, Src family tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:6735]null null 3015 0.419311 0.546726 Yes
row_118 IL12A interleukin 12A [Source:HGNC Symbol;Acc:HGNC:5969]null null 3024 0.417767 0.548776 Yes
row_119 KMO kynurenine 3-monooxygenase [Source:HGNC Symbol;Acc:HGNC:6381]null null 3044 0.413958 0.550192 Yes
row_120 PPARD peroxisome proliferator activated receptor delta [Source:HGNC Symbol;Acc:HGNC:9235]null null 3060 0.411279 0.551814 Yes
row_121 TFPI tissue factor pathway inhibitor [Source:HGNC Symbol;Acc:HGNC:11760]null null 3071 0.409575 0.553704 Yes
row_122 HPGD 15-hydroxyprostaglandin dehydrogenase [Source:HGNC Symbol;Acc:HGNC:5154]null null 3098 0.405637 0.554681 Yes
row_123 NUGGC nuclear GTPase, germinal center associated [Source:HGNC Symbol;Acc:HGNC:33550]null null 3192 0.392742 0.551856 N
row_124 IL18BP interleukin 18 binding protein [Source:HGNC Symbol;Acc:HGNC:5987]null null 3237 0.385844 0.551714 No
row_125 CYP1A1 cytochrome P450 family 1 subfamily A member 1 [Source:HGNC Symbol;Acc:HGNC:2595]null null 3357 0.370024 0.547308 No
row_126 AXL AXL receptor tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:905]null null 3414 0.36257 0.54636 No
row_127 PLCG2 phospholipase C gamma 2 [Source:NCBI gene;Acc:5336]null null 3418 0.361904 0.548354 No
row_128 ANKRD1 ankyrin repeat domain 1 [Source:HGNC Symbol;Acc:HGNC:15819]null ull 3444 0.357798 0.549101 No
row_129 TRIM41 tripartite motif containing 41 [Source:HGNC Symbol;Acc:HGNC:19013]null ull 3629 0.336039 0.540878 No
row_130 MIF macrophage migration inhibitory factor [Source:HGNC Symbol;Acc:HGNC:7097]null ull 3903 0.302756 0.527508 No
row_131 PPBP pro-platelet basic protein [Source:HGNC Symbol;Acc:HGNC:9240]null null 4023 0.292051 0.522636 No
row_132 JAK2 Janus kinase 2 [Source:HGNC Symbol;Acc:HGNC:6192]null null 4118 0.28221 0.519095 No
row_133 VCAM1 vascular cell adhesion molecule 1 [Source:HGNC Symbol;Acc:HGNC:12663]null null 4129 0.281479 0.52022 No
row_134 TLR4 toll like receptor 4 [Source:HGNC Symbol;Acc:HGNC:11850]null n ll 4194 0.274516 0.518301 No
row_135 CD6 CD6 molecule [Source:HGNC Symbol;Acc:HGNC:1691]null null 4204 0.272705 0.51943 No
row_136 AKAP8 A-kinase anchoring protein 8 [Source:HGNC Symbol;Acc:HGNC:378]ull null 4343 0.26081 0.513315 No
row_137 OTUD5 OTU deubiquitinase 5 [Source:HGNC Symbol;Acc:HGNC:25402]n ll null 4352 0.259938 0.51 4 2 No
row_138 CEBPE CCAAT enhancer binding protein epsilon [Source:HGNC Symbol;Acc:HGNC:1836]null null 4496 0.244482 0.507932 No
row_139 MRC1 mannose receptor C-type 1 [Source:HGNC Symbol;Acc:HGNC:7228]null null 4541 0.240873 0.506924 No
row_140 MALT1 MALT1 paracaspase [Source:HGNC Symbol;Acc:HGNC:6819]null null 4578 0.237487 0.506341 No
row_141 LBP lipopolysaccharide binding protein [Source:HGNC Symbol;Acc:HGNC:6517]null ull 4765 0.219152 0.497308 No
row_142 SRC SRC proto-oncogene, non-receptor tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:11283]null null 4883 0.208782 0.49205 No
row_143 GGT1 gamma-glutamyltransferase 1 [Source:HGNC Symbol;Acc:HGNC:4250]PGGT1B protein geranylg ranyltransferase type I subunit beta [Source:HGNC Symbol;Acc:HGNC:8895]4906 0.205747 0.492056 No
row_144 NFKBIL1 NFKB inhibitor like 1 [Source:HGNC Symbol;Acc:HGNC:7800]null null 4922 0.204137 0.492441 No
row_145 IFNAR1 interferon alpha and beta receptor subunit 1 [Source:HGNC Symbol;Acc:HGNC:5432]null null 5028 0.195151 0.487769 No
row_146 CCL5 C-C motif chemokine ligand 5 [Source:HGNC Symbol;Acc:HGNC:10632]null null 5135 0.185759 0.482984 No
row_147 RHOA ras homolog family member A [Source:HGNC Symbol;Acc:HGNC:667]null null 5175 0.182183 0.481904 No
row_148 NR1D1 nuclear receptor subfamily 1 group D member 1 [Source:HGNC Symbol;Acc:HGNC:7962]null null 5230 0.177938 0.479965 No
row_149 CYP1A2 cytochrome P450 family 1 subfamily A member 2 [Source:HGNC Symbol;Acc:HGNC:2596]null null 5232 0.17766 0.48097 No
row_150 SIRT2 sirtuin 2 [Source:HGNC Symbol;Acc:HGNC:10886]n ll null 5313 0.1712 0.477545 No
row_151 CSF2 colony stimulating factor 2 [Source:HGNC Symbol;Acc:HGNC:2434]null null 5334 0.16862 0.4774 No
row_152 PLSCR3 phospholipid scramblase 3 [Source:HGNC Symbol;Acc:HGNC:16495]null null 5377 0.165396 0.476092 No
row_153 AKT1 AKT serine/threonine kinase 1 [Source:HGNC Symbol;Acc:HGNC:391]null null 5446 0.158374 0.473257 No
row_154 IL12B interleukin 12B [Source:HGNC Symbol;Acc:HGNC:5970]null null 5506 0.153767 0.470895 No
row_155 IL23R interleukin 23 receptor [Source:HGNC Symbol;Acc:HGNC:19100]null null 5573 0.148041 0.46811 No
row_156 MPO myeloperoxidase [Source:HGNC Symbol;Acc:HGNC:7218]null null 5608 0.14482 0.467085 No
row_157 BDKRB1 bradykinin receptor B1 [Source:HGNC Symbol;Acc:HGNC:1029]null null 5692 0.138652 0.463 8 No
row_158 ABCA1 ATP binding cassette subfamily A member 1 [Source:HGNC Symbol;Acc:HGNC:29]null n ll 5742 0.134315 0.461376 N
row_159 UPF1 UPF1 RNA helicase and ATPase [Source:HGNC Symbol;Acc:HGNC:9962]nul ull 5769 0.131689 0.460717 No
row_160 SASH1 SAM and SH3 domain containing 1 [Source:HGNC Symbol;Acc:HGNC:19182]null null 5825 0.127633 0.458421 No
row_161 NFKB1 nuclear factor kappa B subunit 1 [Source:HGNC Symbol;Acc:HGNC:7794]null null 5841 0.126551 0.458343 No
row_162 SLPI secretory leukocyte peptidase inhibitor [Source:HGNC Symbol;Acc:HGNC:11092]n ll null 5861 0.125188 0.458034 No
row_163 SELENOS selenoprotein S [Source:HGNC Symbol;Acc:HGNC:30396]null null 5881 0.123267 0.457714 No
row_164 TNIP3 TNFAIP3 interacting protein 3 [Source:HGNC Symbol;Acc:HGNC:19315]null null 5902 0.121678 0.457329 No
row_165 TRIM6 tripartite motif containing 6 [Source:HGNC Symbol;Acc:HGNC:16277]null ull 5923 0.120224 0.456935 No
row_166 PTGFR prostaglandin F receptor [Source:HGNC Symbol;Acc:HGNC:9600]null null 5928 0.12011 0.45743 No
row_167 CHUK component of inhibitor of nuclear factor kappa B kinase complex [Source:HGNC Symbol;Acc:HGNC:1974]null null 5968 0.116899 0.455959 No
row_168 SGMS1 sphingomyelin synthase 1 [Source:HGNC Symbol;Acc:HGNC:29799]null null 5988 0.115169 0.455591 No
row_169 ABL1 ABL proto-oncogene 1, non-receptor tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:76]null null 5991 0.114807 0.456165 o
row_170 CXCL9 C-X-C motif chemokine ligand 9 [Source:HGNC Symbol;Acc:HGNC:7098]null ul 6093 0.106281 0.451185 No
row_171 AKIRIN2 akirin 2 [Source:HGNC Symbol;Acc:HGNC:21407]n ll null 6110 0.105626 0.450926 No
row_172 LTF lactotransferrin [Source:HGNC Symbol;Acc:HGNC:6720]null null 6226 0.096775 0.44511 No
row_173 TNFSF4 TNF superfamily member 4 [Source:HGNC Symbol;Acc:HGNC:11934]null null 6260 0.094408 0.443839 No
row_174 EDNRB endothelin receptor type B [Source:HGNC Symbol;Acc:HGNC:3180]null null 6269 0.093793 0.443954 No
row_175 NR1H2 nuclear receptor subfamily 1 group H member 2 [Source:NCBI gene;Acc:7376]null null 6445 0.080987 0.434708 No
row_176 IL10RA interleukin 10 receptor subunit alpha [Source:HGNC Symbol;Acc:HGNC:5964]null null 6512 0.075367 0.431489 No
row_177 PELI1 pellino E3 ubiquitin protein ligase 1 [Source:HGNC Symbol;Acc:HGNC:8827]null null 6638 0.066983 0.424939 No
row_178 TICAM1 toll like receptor adaptor molecule 1 [Source:HGNC Symbol;Acc:HGNC:18348]null null 6705 0.063067 0.421646 No
row_179 RPS6KB1 ribosomal protein S6 kinase B1 [Source:HGNC Symbol;Acc:HGNC:10436]null null 6819 0.053925 0.415686 No
row_180 PYCARD PYD and CARD domain containing [Source:HGNC Symbol;Acc:HGNC:16608]null null 6909 0.047809 0.411023 No
row_181 ASS1 argininosuccinate synthase 1 [Source:HGNC Symbol;Acc:HGNC:758]null null 6920 0.04716 0.410749 No
row_182 CACTIN cactin, spliceosome C complex subunit [Source:HGNC Symbol;Acc:HGNC:29938]null null 6974 0.042622 0.408056 No
row_183 GNG12 G protein subunit gamma 12 [Source:HGNC Symbol;Acc:HGNC:19663]null null 7106 0.032766 0.400969 No
row_184 TLR9 toll like receptor 9 [Source:HGNC Symbol;Acc:HGNC:15633]null n ll 7339 0.014003 0.388153 No
row_185 BCR BCR activator of RhoGEF and GTPase [Source:HGNC Symbol;Acc:HGNC:1014]null null 7356 0.012688 0.38734 No
row_186 NR1H3 nuclear receptor subfamily 1 group H member 3 [Source:HGNC Symbol;Acc:HGNC:7966]null null 7481 0.003992 0.380469 No
row_187 EPO erythropoietin [Source:HGNC Symbol;Acc:HGNC:3415]EPX osinophil per xidase [Source:HGNC Symbol;Acc:HGNC:3423]7527 7.66E-04 0.377972 No
row_188 IL36A interleukin 36 alpha [Source:HGNC Symbol;Acc:HGNC:15562]null null 7558 0 0.37 304 No
row_189 IL36B interleukin 36 beta [Source:HGNC Symbol;Acc:HGNC:15564]null n ll 7559 0 0.376304 No
row_190 IL1F10 interleukin 1 family member 10 [Source:HGNC Symbol;Acc:HGNC:15552]null null 7778 0 0.364183 No
row_191 CXCL13 C-X-C motif chemokine ligand 13 [Source:HGNC Symbol;Acc:HGNC:10639]null ul 8155 0 0.343278 o
row_192 DEFA6 defensin alpha 6 [Source:HGNC Symbol;Acc:HGNC:2765]null null 8162 0 0.342945 No
row_193 DEFA4 defensin alpha 4 [Source:HGNC Symbol;Acc:HGNC:2763]null null 8163 0 0.342945 No
row_194 DEFA5 defensin alpha 5 [Source:HGNC Symbol;Acc:HGNC:2764]null null 8164 0 0.342945 No
row_195 AICDA activation induced cytidine deaminase [Source:HGNC Symbol;Acc:HGNC:13203]ull null 8165 0 0.342945 No
row_196 CXCL11 C-X-C motif chemokine ligand 11 [Source:HGNC Symbol;Acc:HGNC:10638]null ul 8166 0 0.342945 o
row_197 SCGB1A1 secretoglobin family 1A member 1 [Source:HGNC Symbol;Acc:HGNC:12523]null null 8314 0 0.334772 No
row_198 HAMP hepcidin antimicrobial peptide [Source:HGNC Symbol;Acc:HGNC:15598]null null 8420 0 0.328934 No
row_199 IL36RN interleukin 36 receptor antagonist [Source:HGNC Symbol;Acc:HGNC:15561]null null 8577 0 0.32026 No
row_200 MIR146B microRNA 146b [Source:HGNC Symbol;Acc:HGNC:32079]null null 8598 0 0.319148 No
row_201 IL10 interleukin 10 [Source:HGNC Symbol;Acc:HGNC:5962]null null 8802 0 0.307862 No
row_202 IL13 interleukin 13 [Source:HGNC Symbol;Acc:HGNC:5973]null null 8803 0 0.307862 No
row_203 ATP4B ATPase H+/K+ transporting subunit beta [Source:HGNC Symbol;Acc:HGNC:820]null null 8962 0 0.299077 No
row_204 MIR20A microRNA 20a [Source:HGNC Symbol;Acc:HGNC:31577]null null 9147 0 0.288847 No
row_205 MIR187 microRNA 187 [Source:HGNC Symbol;Acc:HGNC:31558]null null 9233 0 0.284121 No
row_206 UGT1A1 UDP glucuronosyltransferase family 1 member A1 [Source:HGNC Symbol;Acc:HGNC:12530]null null 9562 0 0.265885 No
row_207 MIR17 microRNA 17 [Source:HGNC Symbol;Acc:HGNC:31547]null null 9794 0 0.253041 No
row_208 MIR21 microRNA 21 [Source:HGNC Symbol;Acc:HGNC:31586]null null 9802 0 0.252652 No
row_209 CD40 CD40 molecule [Source:HGNC Symbol;Acc:HGNC:11919]n ll null 9844 -0.0012 0.25038 No
row_210 DAB2IP DAB2 interacting protein [Source:HGNC Symbol;Acc:HGNC:17294]null null 9864 -0.00214 0.249336 No
row_211 FGFR2 fibroblast growth factor receptor 2 [Source:HGNC Symbol;Acc:HGNC:3689]null null 9873 -0.00255 0.248907 No
row_212 CAPN2 calpain 2 [Source:HGNC Symbol;Acc:HGNC:1479]null null 9915 -0.00509 0.246657 No
row_213 GFI1 growth factor independent 1 transcriptional repressor [Source:HGNC Symbol;Acc:HGNC:4237]null null 9947 -0.0077 0.24498 No
row_214 CCR7 C-C motif chemokine receptor 7 [Source:HGNC Symbol;Acc:HGNC:1608]null null 10189 -0.02267 0.231716 No
row_215 TRAF6 TNF receptor associated factor 6 [Source:HGNC Symbol;Acc:HGNC:12036]null null 10210 -0.02394 0.230747 o
row_216 IL24 interleukin 24 [Source:HGNC Symbol;Acc:HGNC:11346]null null 10296 -0.02901 0.226194 No
row_217 FASLG Fas ligand [Source:HGNC Symbol;Acc:HGNC:11936]null null 10298 -0.02915 0.226313 No
row_218 ADH5 alcohol dehydrogenase 5 (class III), chi polypeptide [Source:HGNC Symbol;Acc:HGNC:253]null null 10309 -0.03018 0.225937 No
row_219 HDAC2 histone deacetylase 2 [Source:HGNC Symbol;Acc:HGNC:4853]null null 10335 -0.0323 0.22474 No
row_220 CLDN1 claudin 1 [Source:HGNC Symbol;Acc:HGNC:2032]null null 10437 -0.0395 0.219361 No
row_221 MGST1 microsomal glutathione S-transferase 1 [Source:HGNC Symbol;Acc:HGNC:7061]nul ull 10469 -0.04156 0.217885 No
row_222 MAPK8 mitogen-activated protein kinase 8 [Source:HGNC Symbol;Acc:HGNC:6881]null null 10566 -0.04778 0.212833 No
row_223 LY96 lymphocyte antigen 96 [Source:HGNC Symbol;Acc:HGNC:17156]null null 10591 -0.05069 0.2 1801 No
row_224 PRDX3 peroxiredoxin 3 [Source:HGNC Symbol;Acc:HGNC:9354]null null 10799 -0.0649 0.20068 No
row_225 BMP6 bone morphogenetic protein 6 [Source:HGNC Symbol;Acc:HGNC:1073]null null 10806 -0.06529 0.200736 No
row_226 SNCA synuclein alpha [Source:HGNC Symbol;Acc:HGNC:11138]null null 10810 -0.06539 0.20096 No
row_227 P2RX7 purinergic receptor P2X 7 [Source:HGNC Symbol;Acc:HGNC:8537]null null 10949 -0.07558 0.193739 No
row_228 TIMP4 TIMP metallopeptidase inhibitor 4 [Source:HGNC Symbol;Acc:HGNC:11823]null null 10982 -0.07851 0.192429 No
row_229 PDE4D phosphodiesterase 4D [Source:HGNC Symbol;Acc:HGNC:8783]null null 11005 -0.07968 0.191681 No
row_230 CDK4 cyclin dependent kinase 4 [Source:HGNC Symbol;Acc:HGNC:1773]null null 11324 -0.10287 0.1746 5 No
row_231 IL36G interleukin 36 gamma [Source:HGNC Symbol;Acc:HGNC:15741]null null 11369 -0.1067 0.172806 No
row_232 DUSP10 dual specificity phosphatase 10 [Source:HGNC Symbol;Acc:HGNC:3065]null null 11461 -0.1127 0.16842 No
row_233 NR1H4 nuclear receptor subfamily 1 group H member 4 [Source:HGNC Symbol;Acc:HGNC:7967]null null 11515 -0.11624 0.166167 No
row_234 WNT5A Wnt family member 5A [Source:HGNC Symbol;Acc:HGNC:12784]null null 11616 -0.12309 0.161342 No
row_235 IRAK2 interleukin 1 receptor associated kinase 2 [Source:HGNC Symbol;Acc:HGNC:6113]null null 11617 -0.12326 0.162079 No
row_236 IDO1 indoleamine 2,3-dioxygenase 1 [Source:HGNC Symbol;Acc:HGNC:6059]null null 11767 -0.13445 0.154597 No
row_237 STAR steroidogenic acute regulatory protein [Source:HGNC Symbol;Acc:HGNC:11359]ull null 11808 -0.13795 0.153197 No
row_238 HDAC5 histone deacetylase 5 [Source:HGNC Symbol;Acc:HGNC:14068]null null 11832 -0.13976 0.152753 No
row_239 CD80 CD80 molecule [Source:HGNC Symbol;Acc:HGNC:1700]n ll null 11904 -0.14581 0.149677 No
row_240 CPS1 carbamoyl-phosphate synthase 1 [Source:HGNC Symbol;Acc:HGNC:2323]null null 11935 -0.14772 0.148891 o
row_241 CTSG cathepsin G [Source:HGNC Symbol;Acc:HGNC:2532]null null 12058 -0.1 563 0.143037 No
row_242 CDC73 cell division cycle 73 [Source:HGNC Symbol;Acc:HGNC:16783]ull null 12223 -0.16721 0.134918 No
row_243 MAPK3 mitogen-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6877]null null 12259 -0.17004 0.133987 No
row_244 ELANE elastase, neutrophil expressed [Source:HGNC Symbol;Acc:HGNC:3309]n ll null 12313 -0.1739 0.132079 No
row_245 PTPN22 protein tyrosine phosphatase non-receptor type 22 [Source:HGNC Symbol;Acc:HGNC:9652]null null 12494 -0.18847 0.123197 No
row_246 SIRPA signal regulatory protein alpha [Source:HGNC Symbol;Acc:HGNC:9662]null null 12705 -0.20356 0.112737 No
row_247 CX3CR1 C-X3-C motif chemokine receptor 1 [Source:HGNC Symbol;Acc:HGNC:2558]null null 12937 -0.222 0.101219 No
row_248 KLRK1 killer cell lectin like receptor K1 [Source:HGNC Symbol;Acc:HGNC:18788]null null 12995 -0.22581 0.099399 No
row_249 MAPK1 mitogen-activated protein kinase 1 [Source:HGNC Symbol;Acc:HGNC:6871]null null 13028 -0.22829 0.098983 No
row_250 ALAD aminolevulinate dehydratase [Source:HGNC Symbol;Acc:HGNC:395]null null 13042 -0.22935 0.09963 No
row_251 CDK19 cyclin dependent kinase 19 [Source:HGNC Symbol;Acc:HGNC:19338]null null 13080 -0.23249 0.098962 No
row_252 IRAK1 interleukin 1 receptor associated kinase 1 [Source:HGNC Symbol;Acc:HGNC:6112]null null 13173 -0.24052 0.095283 No
row_253 MEF2C myocyte enhancer factor 2C [Source:HGNC Symbol;Acc:HGNC:6996]null null 13308 -0.25011 0.089326 No
row_254 CX3CL1 C-X3-C motif chemokine ligand 1 [Source:HGNC Symbol;Acc:HGNC:10647]null null 13429 -0.25831 0.084197 o
row_255 GJB6 gap junction protein beta 6 [Source:HGNC Symbol;Acc:HGNC:4288]ull null 13433 -0.25857 0.085575 No
row_256 B2M beta-2-microglobulin [Source:HGNC Symbol;Acc:HGNC:914]null null 13476 -0.26198 0.08 804 No
row_257 CD96 CD96 molecule [Source:HGNC Symbol;Acc:HGNC:16892]n ll null 13524 -0.26679 0.083784 No
row_258 IRF3 interferon regulatory factor 3 [Source:HGNC Symbol;Acc:HGNC:6118]null null 13605 -0.27462 0.080977 No
row_259 PRPF8 pre-mRNA processing factor 8 [Source:HGNC Symbol;Acc:HGNC:17340]null null 13696 -0.28151 0.077654 No
row_260 PRDX2 peroxiredoxin 2 [Source:HGNC Symbol;Acc:HGNC:9353]null null 13797 -0.29048 0.073829 No
row_261 CD55 CD55 molecule (Cromer blood group) [Source:HGNC Symbol;Acc:HGNC:2665]n ll null 13926 -0.30173 0.068514 No
row_262 CASP9 caspase 9 [Source:HGNC Symbol;Acc:HGNC:1511]null null 14005 -0.30852 0.06602 No
row_263 IL18 interleukin 18 [Source:HGNC Symbol;Acc:HGNC:5986]null null 14034 -0.31215 0.066328 No
row_264 CHMP5 charged multivesicular body protein 5 [Source:HGNC Symbol;Acc:HGNC:26942]null null 14040 -0.31276 0.067918 No
row_265 GSTP1 glutathione S-transferase pi 1 [Source:HGNC Symbol;Acc:HGNC:4638]null null 14139 -0.32363 0.064402 No
row_266 ADAM17 ADAM metallopeptidase domain 17 [Source:HGNC Symbol;Acc:HGNC:195]null null 14146 -0.3243 0.066005 No
row_267 ATP2A2 ATPase sarcoplasmic/endoplasmic reticulum Ca2+ transporting 2 [Source:HGNC Symbol;Acc:HGNC:812]null null 14412 -0.35024 0.053363 No
row_268 CNR1 cannabinoid receptor 1 [Source:HGNC Symbol;Acc:HGNC:2159]null null 14526 -0.36205 0.049243 No
row_269 LY86 lymphocyte antigen 86 [Source:HGNC Symbol;Acc:HGNC:16837]null null 14549 -0.36342 0.05019 No
row_270 CTR9 CTR9 homolog, Paf1/RNA polymerase II complex component [Source:HGNC Symbol;Acc:HGNC:16850]null null 14578 -0.36712 0.050826 No
row_271 SRR serine racemase [Source:HGNC Symbol;Acc:HGNC:14398]null null 14741 -0.38295 0.044106 No
row_272 TAC1 tachykinin precursor 1 [Source:HGNC Symbol;Acc:HGNC:11517]null null 14805 -0.39019 0.042934 No
row_273 WDR35 WD repeat domain 35 [Source:HGNC Symbol;Acc:HGNC:29250]null null 15025 -0.40965 0.033204 No
row_274 PPARGC1APPARG coactivator 1 alpha [Source:HGNC Symbol;Acc:HGNC:9237]null null 15073 -0.41441 0.033066 No
row_275 CMPK2 cytidine/uridine monophosphate kinase 2 [Source:HGNC Symbol;Acc:HGNC:27015]null null 15213 -0.43023 0.027907 No
row_276 DCN decorin [Source:HGNC Symbol;Acc:HGNC:2705]null null 15317 - .44278 0.024825 No
row_277 GHSR growth hormone secretagogue receptor [Source:HGNC Symbol;Acc:HGNC:4267]null null 15413 -0.45521 0.022262 No
row_278 MAPK14 mitogen-activated protein kinase 14 [Source:HGNC Symbol;Acc:HGNC:6876]null null 15595 -0.47756 0.01505 No
row_279 PRKCA protein kinase C alpha [Source:HGNC Symbol;Acc:HGNC:9393]null null 15675 -0.48766 0.01357 No
row_280 MAOB monoamine oxidase B [Source:HGNC Symbol;Acc:HGNC:6834]null null 15784 -0.50249 0.010567 No
row_281 PTGER1 prostaglandin E receptor 1 [Source:HGNC Symbol;Acc:HGNC:9593]null null 15858 -0.51299 0.009572 No
row_282 CYP27B1 cytochrome P450 family 27 subfamily B member 1 [Source:HGNC Symbol;Acc:HGNC:2606]null null 15915 -0.52095 0.00957 No
row_283 FER FER tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:3655]ull null 15957 -0.5273 0.010439 No
row_284 OPRK1 opioid receptor kappa 1 [Source:HGNC Symbol;Acc:HGNC:8154]null null 16000 -0.53359 0.011291 No
row_285 PCK1 phosphoenolpyruvate carboxykinase 1 [Source:HGNC Symbol;Acc:HGNC:8724]null null 16105 -0.5487 0.008786 No
row_286 CD36 CD36 molecule [Source:HGNC Symbol;Acc:HGNC:1663]n ll null 16197 -0.56129 0.007078 No
row_287 ALPL alkaline phosphatase, biomineralization associated [Source:HGNC Symbol;Acc:HGNC:438]null null 16575 -0.62367 -0.01016 No
row_288 MGST2 microsomal glutathione S-transferase 2 [Source:HGNC Symbol;Acc:HGNC:7063]nul ull 16584 -0.62496 -0.00687 No
row_289 HSF1 heat shock transcription factor 1 [Source:HGNC Symbol;Acc:HGNC:5224]null null 16654 -0.63749 -0.0069 No
row_290 TREM2 triggering receptor expressed on myeloid cells 2 [Source:HGNC Symbol;Acc:HGNC:17761]null null 16779 -0.66041 -0.00985 No
row_291 XBP1 X-box binding protein 1 [Source:HGNC Symbol;Acc:HGNC:12801]null null 16886 -0.68384 -0.0 166 No
row_292 PTAFR platelet activating factor receptor [Source:HGNC Symbol;Acc:HGNC:9582]null null 16899 -0.68785 -0.00822 o
row_293 NOS1 nitric oxide synthase 1 [Source:HGNC Symbol;Acc:HGNC:7872]null null 16911 -0.68997 -0.00471 No
row_294 TBXA2R thromboxane A2 receptor [Source:HGNC Symbol;Acc:HGNC:11608]ull null 16931 -0.69727 -0.0016 No
row_295 PLSCR4 phospholipid scramblase 4 [Source:HGNC Symbol;Acc:HGNC:16497]null null 17169 -0.75061 -0.01029 No
row_296 FMO1 flavin containing monooxygenase 1 [Source:HGNC Symbol;Acc:HGNC:3769]null null 17195 -0.7579 -0.00716 No
row_297 CNP 2',3'-cyclic nucleotide 3' phosphodiesterase [Source:HGNC Symbol;Acc:HGNC:2158]NPPC natriuretic peptide C [Source:HGNC Symbol;Ac :HGNC:7941]17253 -0.77592 -0.00569 No
row_298 CD180 CD180 molecule [Source:HGNC Symbol;Acc:HGNC:6726]null null 17356 -0.8058 -0.00655 No
row_299 PDCD4 programmed cell death 4 [Source:HGNC Symbol;Acc:HGNC:8763]null null 17402 -0.82626 -0.00412 No
row_300 NOS2 nitric oxide synthase 2 [Source:HGNC Symbol;Acc:HGNC:7873]null null 17456 -0.84343 -0.00203 No
row_301 CXCL6 C-X-C motif chemokine ligand 6 [Source:HGNC Symbol;Acc:HGNC:10643]null ul 17677 -0.93442 -0.00868 No
row_302 LDOC1 LDOC1 regulator of NFKB signaling [Source:HGNC Symbol;Acc:HGNC:6548]null null 17726 -0.95795 -0.00563 No
row_303 STAP1 signal transducing adaptor family member 1 [Source:HGNC Symbol;Acc:HGNC:24133]null null 17828 -1.01661 -0.00517 N
row_304 PALM3 paralemmin 3 [Source:HGNC Symbol;Acc:HGNC:33274]ull null 17882 -1.0493 -0.00185 No
row_305 FGF10 fibroblast growth factor 10 [Source:HGNC Symbol;Acc:HGNC:3666]null null 18083 -1.2436 -0.00554 No
row_306 OPRM1 opioid receptor mu 1 [Source:HGNC Symbol;Acc:HGNC:8156]null null 18185 -1.40402 -0.00277 No
row_307 ABCC8 ATP binding cassette subfamily C member 8 [Source:HGNC Symbol;Acc:HGNC:59]null n ll 18203 -1.46045 0.005004 N
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NAME PROBE DESCRIPTION<br>(from dataset)GENE SYMBOLGENE_TITLERANK IN GENE LISTRANK METRIC SCORERUNNING SCORE ENRICHMENT
row_0 SELE selectin E [Source:HGNC Symbol;Acc:HGNC:10718]null null 17 2.358044 0.026352 Yes
row_1 CEBPB CCAAT enhancer binding protein beta [Source:HGNC Symbol;Acc:HGNC:1834]null null 23 2.254705 0.052171 Yes
row_2 CCL7 C-C motif chemokine ligand 7 [Source:HGNC Symbol;Acc:HGNC:10634]null null 25 2.226098 0.07788 Yes
row_3 ICAM1 intercellular adhesion molecule 1 [Source:HGNC Symbol;Acc:HGNC:5344]null null 45 1.983095 0.099782 Yes
row_4 IL1B interleukin 1 beta [Source:HGNC Symbol;Acc:HGNC:5992]null null 60 1.861938 0.120559 Yes
row_5 CCL17 C-C motif chemokine ligand 17 [Source:HGNC Symbol;Acc:HGNC:10615]null null 64 1.844272 0.141738 Yes
row_6 EDN1 endothelin 1 [Source:HGNC Symbol;Acc:HGNC:3176]null null 120 1.627358 0.157536 Yes
row_7 SOX9 SRY-box 9 [Source:HGNC Symbol;Acc:HGNC:11204]null null 132 1.595125 0.17539 Yes
row_8 LCN2 lipocalin 2 [Source:HGNC Symbol;Acc:HGNC:6526]null null 170 1.486467 0.190551 Yes
row_9 CCL11 C-C motif chemokine ligand 11 [Source:HGNC Symbol;Acc:HGNC:10610]null null 182 1.466987 0.206922 Yes
row_10 CCL2 C-C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10618]null null 210 1.432788 0.222014 Yes
row_11 NFKBIA NFKB inhibitor alpha [Source:HGNC Symbol;Acc:HGNC:7797]null null 214 1.424415 0.238333 Yes
row_12 ZC3H12A zinc finger CCCH-type containing 12A [Source:HGNC Symbol;Acc:HGNC:26259]null null 243 1.381521 0.252777 Yes
row_13 MYD88 MYD88 innate immune signal transduction adaptor [Source:HGNC Symbol;Acc:HGNC:7562]null null 282 1.317174 0.265923 Yes
row_14 NOD2 nucleotide binding oligomerization domain containing 2 [Source:HGNC Symbol;Acc:HGNC:5331]null null 354 1.236977 0.27632 Yes
row_15 CCL8 C-C motif chemokine ligand 8 [Source:HGNC Symbol;Acc:HGNC:10635]null null 364 1.224332 0.289993 Yes
row_16 CITED1 Cbp/p300 interacting transactivator with Glu/Asp rich carboxy-terminal domain 1 [Source:HGNC Symbol;Acc:HGNC:1986]ull null 395 1.193902 0.302155 Yes
row_17 IL1R2 interleukin 1 receptor type 2 [Source:HGNC Symbol;Acc:HGNC:5994]null null 445 1.142212 0.312669 Yes
row_18 PSMB2 proteasome subunit beta 2 [Source:HGNC Symbol;Acc:HGNC:9539]null null 494 1.097493 0.322721 Yes
row_19 IRAK3 interleukin 1 receptor associated kinase 3 [Source:HGNC Symbol;Acc:HGNC:17020]null null 737 0.959821 0.320471 Yes
row_20 MTHFR methylenetetrahydrofolate reductase [Source:HGNC Symbol;Acc:HGNC:7436]null null 870 0.903252 0.323638 Yes
row_21 RELA RELA proto-oncogene, NF-kB subunit [Source:HGNC Symbol;Acc:HGNC:9955]null null 880 0.900454 0.333562 Yes
row_22 MAP3K8 mitogen-activated protein kinase kinase kinase 8 [Source:HGNC Symbol;Acc:HGNC:6860]null null 884 0.896664 0.343774 Yes
row_23 GBP2 guanylate binding protein 2 [Source:HGNC Symbol;Acc:HGNC:4183]null null 1017 0.849546 0.34632 Yes
row_24 PSMA8 proteasome subunit alpha 8 [Source:HGNC Symbol;Acc:HGNC:22985]null null 1118 0.813168 0.350211 Yes
row_25 PTGIS prostaglandin I2 synthase [Source:HGNC Symbol;Acc:HGNC:9603]null null 1127 0.811811 0.359164 Yes
row_26 CCL15 C-C motif chemokine ligand 15 [Source:HGNC Symbol;Acc:HGNC:10613]null null 1173 0.797476 0.36591 Yes
row_27 CCL4 C-C motif chemokine ligand 4 [Source:HGNC Symbol;Acc:HGNC:10630]null null 1188 0.792505 0.374309 Yes
row_28 HAS2 hyaluronan synthase 2 [Source:HGNC Symbol;Acc:HGNC:4819]null null 1211 0.785724 0.382 88 Yes
row_29 IL1RN interleukin 1 receptor antagonist [Source:HGNC Symbol;Acc:HGNC:6000]null null 1230 0.779751 0.390219 Yes
row_30 UBC ubiquitin C [Source:HGNC Symbol;Acc:HGNC:12468]null null 1260 0.771567 0.397548 Yes
row_31 CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]1268 0.769097 0.406063 Yes
row_32 TNFRSF11ATNF receptor superfamily member 11a [Source:HGNC Symbol;Acc:HGNC:11908]null nu l 1302 0.762219 0.413062 Yes
row_33 CYBA cytochrome b-245 alpha chain [Source:HGNC Symbol;Acc:HGNC:2577]null null 1319 0.757543 0.420947 Yes
row_34 ADAMTS7ADAM metallopeptidase with thrombospondin type 1 motif 7 [Source:HGNC Symbol;Acc:HGNC:223]null null 1377 0.738842 0.426351 Yes
row_35 RPS6KA4 ribosomal protein S6 kinase A4 [Source:HGNC Symbol;Acc:HGNC:10433]null null 1470 0.718128 0.429584 Yes
row_36 PSMA7 proteasome subunit alpha 7 [Source:HGNC Symbol;Acc:HGNC:9536]null null 1564 0.69525 0.432496 Yes
row_37 ANXA1 annexin A1 [Source:HGNC Symbol;Acc:HGNC:533]null null 1613 0.683186 0.437753 Yes
row_38 IL1A interleukin 1 alpha [Source:HGNC Symbol;Acc:HGNC:5991]null n ll 1652 0.674175 0.443458 Yes
row_39 IRAK4 interleukin 1 receptor associated kinase 4 [Source:HGNC Symbol;Acc:HGNC:17967]null null 1693 0.665119 0.448948 Yes
row_40 ACOD1 aconitate decarboxylase 1 [Source:HGNC Symbol;Acc:HGNC:33904]null null 1723 0.655652 0.4549 5 Yes
row_41 TOLLIP toll interacting protein [Source:HGNC Symbol;Acc:HGNC:16476]null null 1786 0.64234 0.458947 Yes
row_42 IL6 interleukin 6 [Source:HGNC Symbol;Acc:HGNC:6018]null null 1820 0.635449 0.464479 Yes
row_43 RIPK2 receptor interacting serine/threonine kinase 2 [Source:HGNC Symbol;Acc:HGNC:10020]null null 1824 0.634153 0.471653 Yes
row_44 EGR1 early growth response 1 [Source:HGNC Symbol;Acc:HGNC:3238]null null 1879 0.619498 0.475842 Yes
row_45 PSMB8 proteasome subunit beta 8 [Source:HGNC Symbol;Acc:HGNC:9545]null null 1889 0.617106 0.482487 Yes
row_46 TNIP2 TNFAIP3 interacting protein 2 [Source:HGNC Symbol;Acc:HGNC:19118]null null 1963 0.601991 0.485425 Yes
row_47 GBP3 guanylate binding protein 3 [Source:HGNC Symbol;Acc:HGNC:4184]null null 2022 0.590369 0.489055 Yes
row_48 PSMB3 proteasome subunit beta 3 [Source:HGNC Symbol;Acc:HGNC:9540]null null 2045 0.587483 0.49464 Yes
row_49 RBMX RNA binding motif protein X-linked [Source:HGNC Symbol;Acc:HGNC:9910]null null 2055 0.585403 0.500919 Yes
row_50 PSME4 proteasome activator subunit 4 [Source:HGNC Symbol;Acc:HGNC:20635]null n ll 2201 0.559206 0.499386 Yes
row_51 PSMF1 proteasome inhibitor subunit 1 [Source:HGNC Symbol;Acc:HGNC:9571]null n ll 2274 0.545142 0.501721 Yes
row_52 PSMB10 proteasome subunit beta 10 [Source:HGNC Symbol;Acc:HGNC:9538]null null 2286 0.542545 0.507393 Yes
row_53 PSMC4 proteasome 26S subunit, ATPase 4 [Source:HGNC Symbol;Acc:HGNC:9551]null ull 2310 0.537074 0.512339 Yes
row_54 PSMB6 proteasome subunit beta 6 [Source:HGNC Symbol;Acc:HGNC:9543]null null 2317 0.536049 0.518212 Yes
row_55 KLF2 Kruppel like factor 2 [Source:HGNC Symbol;Acc:HGNC:6347]null null 2416 0.517477 0.518791 Yes
row_56 IL1R1 interleukin 1 receptor type 1 [Source:HGNC Symbol;Acc:HGNC:5993]null null 2423 0.516479 0.524437 Yes
row_57 GCLC glutamate-cysteine ligase catalytic subunit [Source:HGNC Symbol;Acc:HGNC:4311]null null 2444 0.513257 0.529273 Yes
row_58 MYLK3 myosin light chain kinase 3 [Source:HGNC Symbol;Acc:HGNC:29826]null null 2524 0.500261 0.53070 Yes
row_59 IL1RL2 interleukin 1 receptor like 2 [Source:HGNC Symbol;Acc:HGNC:5999]null null 2549 0.496101 0.535119 Yes
row_60 FGB fibrinogen beta chain [Source:HGNC Symbol;Acc:HGNC:3662]null null 2608 0.482794 0.537504 Yes
row_61 PSMD6 proteasome 26S subunit, non-ATPase 6 [Source:HGNC Symbol;Acc:HGNC:9564]null ull 2895 0.436396 0.526767 Yes
row_62 TRIM63 tripartite motif containing 63 [Source:HGNC Symbol;Acc:HGNC:16007]null ull 2902 0.435371 0.531475 Yes
row_63 PSMD12 proteasome 26S subunit, non-ATPase 12 [Source:HGNC Symbol;Acc:HGNC:9557]null ull 29 3 0.43172 0.535367 Yes
row_64 PSME3 proteasome activator subunit 3 [Source:HGNC Symbol;Acc:HGNC:9570]null n ll 2997 0.421244 0.536212 Yes
row_65 PSMB5 proteasome subunit beta 5 [Source:HGNC Symbol;Acc:HGNC:9542]null null 3043 0.414385 0.538524 Yes
row_66 KMO kynurenine 3-monooxygenase [Source:HGNC Symbol;Acc:HGNC:6381]null null 3044 0.413958 0.543315 Yes
row_67 TFPI tissue factor pathway inhibitor [Source:HGNC Symbol;Acc:HGNC:11760]null null 3071 0.409575 0.54662 Yes
row_68 IGBP1 immunoglobulin binding protein 1 [Source:HGNC Symbol;Acc:HGNC:5461]nul ull 3078 0.40886 0.551021 Yes
row_69 PSMB7 proteasome subunit beta 7 [Source:HGNC Symbol;Acc:HGNC:9544]null null 3127 0.400839 0.55301 Yes
row_70 HYAL1 hyaluronidase 1 [Source:HGNC Symbol;Acc:HGNC:5320]null null 3183 0.393769 .554531 Yes
row_71 PSMC2 proteasome 26S subunit, ATPase 2 [Source:HGNC Symbol;Acc:HGNC:9548]null ull 3213 0.389117 0.557434 Yes
row_72 MAPK13 mitogen-activated protein kinase 13 [Source:HGNC Symbol;Acc:HGNC:6875]null null 3239 0.3855 0.560515 Yes
row_73 PSMA1 proteasome subunit alpha 1 [Source:HGNC Symbol;Acc:HGNC:9530]null null 3296 0.37762 0.561794 Yes
row_74 PSMA5 proteasome subunit alpha 5 [Source:HGNC Symbol;Acc:HGNC:9534]null null 3383 0.36688 0.561293 Yes
row_75 PSMA3 proteasome subunit alpha 3 [Source:HGNC Symbol;Acc:HGNC:9532]null null 3389 0.366181 0.565255 Yes
row_76 ANKRD1 ankyrin repeat domain 1 [Source:HGNC Symbol;Acc:HGNC:15819]null ull 3444 0.357798 0.566415 Yes
row_77 PSMA6 proteasome subunit alpha 6 [Source:HGNC Symbol;Acc:HGNC:9535]null null 3496 0.351933 0.567673 Yes
row_78 PSMC1 proteasome 26S subunit, ATPase 1 [Source:HGNC Symbol;Acc:HGNC:9547]null ull 3533 0.347272 0.569705 Yes
row_79 PSMD13 proteasome 26S subunit, non-ATPase 13 [Source:HGNC Symbol;Acc:HGNC:9558]null ull 3555 0.344896 0.572537 Yes
row_80 PSMB4 proteasome subunit beta 4 [Source:HGNC Symbol;Acc:HGNC:9541]null null 3557 0.344832 0.576473 Yes
row_81 CCL19 C-C motif chemokine ligand 19 [Source:HGNC Symbol;Acc:HGNC:10617]null null 3659 0.331586 0.574735 Yes
row_82 MAP3K3 mitogen-activated protein kinase kinase kinase 3 [Source:HGNC Symbol;Acc:HGNC:6855]null null 3680 0.329568 0.577445 Yes
row_83 PSMC6 proteasome 26S subunit, ATPase 6 [Source:HGNC Symbol;Acc:HGNC:9553]null ull 3833 0.311205 0.572656 No
row_84 VRK2 VRK serine/threonine kinase 2 [Source:HGNC Symbol;Acc:HGNC:12719]null null 3995 0.294432 0.567176 No
row_85 PSMD3 proteasome 26S subunit, non-ATPase 3 [Source:HGNC Symbol;Acc:HGNC:9560]null ull 4042 0.28963 0.567989 No
row_86 PSMD2 proteasome 26S subunit, non-ATPase 2 [Source:HGNC Symbol;Acc:HGNC:9559]null ull 4 33 0.270552 0.560631 No
row_87 SQSTM1 sequestosome 1 [Source:HGNC Symbol;Acc:HGNC:11280]null null 4280 0.266534 0.561177 No
row_88 TAB1 TGF-beta activated kinase 1 (MAP3K7) binding protein 1 [Source:HGNC Symbol;Acc:HGNC:18157]null ull 4424 0.252262 0.556202 No
row_89 CCL22 C-C motif chemokine ligand 22 [Source:HGNC Symbol;Acc:HGNC:10621]null null 4425 0.252159 0.559121 No
row_90 CUL1 cullin 1 [Source:HGNC Symbol;Acc:HGNC:2551]null null 4437 0.250782 0.561416 No
row_91 PSMD4 proteasome 26S subunit, non-ATPase 4 [Source:HGNC Symbol;Acc:HGNC:9561]null ull 4 69 0.246989 0.562563 No
row_92 PSME2 proteasome activator subunit 2 [Source:HGNC Symbol;Acc:HGNC:9569]null n ll 4476 0.246172 0.565081 No
row_93 MAP3K7 mitogen-activated protein kinase kinase kinase 7 [Source:HGNC Symbol;Acc:HGNC:6859]null null 4477 0.246163 0.56793 No
row_94 PSMD8 proteasome 26S subunit, non-ATPase 8 [Source:HGNC Symbol;Acc:HGNC:9566]null ull 4529 0.241749 0.567912 No
row_95 YTHDC2 YTH domain containing 2 [Source:HGNC Symbol;Acc:HGNC:24721]null null 4544 0.240606 0.569924 No
row_96 ETS1 ETS proto-oncogene 1, transcription factor [Source:HGNC Symbol;Acc:HGNC:3488]null null 4599 0.234997 0.569663 No
row_97 PSMA4 proteasome subunit alpha 4 [Source:HGNC Symbol;Acc:HGNC:9533]null null 4649 0.230269 0.569623 No
row_98 PSMB9 proteasome subunit beta 9 [Source:HGNC Symbol;Acc:HGNC:9546]null null 4692 0.225719 0.569917 No
row_99 CHI3L1 chitinase 3 like 1 [Source:HGNC Symbol;Acc:HGNC:1932]null null 4713 0.223767 0.571403 No
row_100 SRC SRC proto-oncogene, non-receptor tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:11283]null null 4883 0.208782 0.56449 No
row_101 TAB2 TGF-beta activated kinase 1 (MAP3K7) binding protein 2 [Source:HGNC Symbol;Acc:HGNC:17075]null ull 4913 0.204932 0.565261 No
row_102 MAPK11 mitogen-activated protein kinase 11 [Source:HGNC Symbol;Acc:HGNC:6873]null null 4963 0.200373 0.564875 No
row_103 PSMC5 proteasome 26S subunit, ATPase 5 [Source:HGNC Symbol;Acc:HGNC:9552]null ull 5081 0.189879 0.560614 No
row_104 CCL5 C-C motif chemokine ligand 5 [Source:HGNC Symbol;Acc:HGNC:10632]null null 5135 0.185759 0.559838 No
row_105 USP10 ubiquitin specific peptidase 10 [Source:HGNC Symbol;Acc:HGNC:12608]null null 5177 0.182068 0.559682 No
row_106 PSMD1 proteasome 26S subunit, non-ATPase 1 [Source:HGNC Symbol;Acc:HGNC:9554]null ull 5244 0.176761 0.558084 No
row_107 NKX3-1 NK3 homeobox 1 [Source:HGNC Symbol;Acc:HGNC:7838]null null 5295 0.171918 0.557313 No
row_108 OTUB1 OTU deubiquitinase, ubiquitin aldehyde binding 1 [Source:HGNC Symbol;Acc:HGNC:23077]n ll null 5564 0.148998 0.544243 No
row_109 PSMC3 proteasome 26S subunit, ATPase 3 [Source:HGNC Symbol;Acc:HGNC:9549]null ull 5732 0.134665 0.536583 No
row_110 PELI2 pellino E3 ubiquitin protein ligase family member 2 [Source:HGNC Symbol;Acc:HGNC:8828]null null 5734 0.134528 0.538085 No
row_111 UPF1 UPF1 RNA helicase and ATPase [Source:HGNC Symbol;Acc:HGNC:9962]nul ull 5769 0.131689 0.537732 No
row_112 NFKB1 nuclear factor kappa B subunit 1 [Source:HGNC Symbol;Acc:HGNC:7794]null null 5841 0.126551 0.535277 No
row_113 PSMD9 proteasome 26S subunit, non-ATPase 9 [Source:HGNC Symbol;Acc:HGNC:9567]null ull 5856 0.125692 0.535959 No
row_114 PSME1 proteasome activator subunit 1 [Source:HGNC Symbol;Acc:HGNC:9568]null n ll 5964 0.117279 0.53141 No
row_115 CHUK component of inhibitor of nuclear factor kappa B kinase complex [Source:HGNC Symbol;Acc:HGNC:1974]null null 5968 0.116899 0.532597 No
row_116 PSMD14 proteasome 26S subunit, non-ATPase 14 [Source:HGNC Symbol;Acc:HGNC:16889]null ull 6 74 0.100778 0.522447 No
row_117 PSMD7 proteasome 26S subunit, non-ATPase 7 [Source:HGNC Symbol;Acc:HGNC:9565]null ull 6263 0.09414 0.518679 No
row_118 CCL23 C-C motif chemokine ligand 23 [Source:HGNC Symbol;Acc:HGNC:10622]null null 6293 0.091778 0.51814 No
row_119 UBB ubiquitin B [Source:HGNC Symbol;Acc:HGNC:12463]null null 6338 0.0885 9 0.516736 No
row_120 HIF1A hypoxia inducible factor 1 subunit alpha [Source:HGNC Symbol;Acc:HGNC:4910]null null 6421 0.082598 0.513165 No
row_121 PSMB1 proteasome subunit beta 1 [Source:HGNC Symbol;Acc:HGNC:9537]null null 6569 0.071979 0.505883 No
row_122 PELI1 pellino E3 ubiquitin protein ligase 1 [Source:HGNC Symbol;Acc:HGNC:8827]null null 6638 0.066983 0.502905 No
row_123 PYCARD PYD and CARD domain containing [Source:HGNC Symbol;Acc:HGNC:16608]null null 6909 0.047809 0.488553 No
row_124 CACTIN cactin, spliceosome C complex subunit [Source:HGNC Symbol;Acc:HGNC:29938]null null 6974 0.042622 0.485513 No
row_125 PRKCI protein kinase C iota [Source:HGNC Symbol;Acc:HGNC:9404]null null 6983 0.041873 0.485556 No
row_126 NOD1 nucleotide binding oligomerization domain containing 1 [Source:HGNC Symbol;Acc:HGNC:16390]null null 7016 0.039559 0.484248 No
row_127 FBXW11 F-box and WD repeat domain containing 11 [Source:HGNC Symbol;Acc:HGNC:13607]null null 7018 0.039419 0.484649 No
row_128 PSMD5 proteasome 26S subunit, non-ATPase 5 [Source:HGNC Symbol;Acc:HGNC:9563]null ull 7151 0.029005 0.477698 No
row_129 HDAC4 histone deacetylase 4 [Source:HGNC Symbol;Acc:HGNC:14063]null null 7181 0.026829 0.476407 No
row_130 HYAL2 hyaluronidase 2 [Source:HGNC Symbol;Acc:HGNC:5321]null null 7388 0.010944 0.465162 No
row_131 CCL24 C-C motif chemokine ligand 24 [Source:HGNC Symbol;Acc:HGNC:10623]null null 7431 0.007418 0.46293 No
row_132 PSMD11 proteasome 26S subunit, non-ATPase 11 [Source:HGNC Symbol;Acc:HGNC:9556]null ull 7505 0.001982 0.458923 No
row_133 EPO erythropoietin [Source:HGNC Symbol;Acc:HGNC:3415]EPX osinophil per xidase [Source:HGNC Symbol;Acc:HGNC:3423]7527 7.66E-04 0.457772 No
row_134 XCL1 X-C motif chemokine ligand 1 [Source:HGNC Symbol;Acc:HGNC:10645]null null 7595 0 0.454074 No
row_135 CCL21 C-C motif chemokine ligand 21 [Source:HGNC Symbol;Acc:HGNC:10620]null null 8482 0 0.405164 No
row_136 CCL20 C-C motif chemokine ligand 20 [Source:HGNC Symbol;Acc:HGNC:10619]null null 8483 0 0.405164 No
row_137 MIR155 microRNA 155 [Source:HGNC Symbol;Acc:HGNC:31542]null null 9223 0 0.364369 No
row_138 CD40 CD40 molecule [Source:HGNC Symbol;Acc:HGNC:11919]n ll null 9844 -0.0012 0.330157 No
row_139 DAB2IP DAB2 interacting protein [Source:HGNC Symbol;Acc:HGNC:17294]null null 9864 -0.00214 0.329 33 No
row_140 YY1 YY1 transcription factor [Source:HGNC Symbol;Acc:HGNC:12856]null null 10012 -0.01225 0.32116 No
row_141 UBA52 ubiquitin A-52 residue ribosomal protein fusion product 1 [Source:HGNC Symbol;Acc:HGNC:12458]null null 10101 -0.01737 0.316503 No
row_142 TRAF6 TNF receptor associated factor 6 [Source:HGNC Symbol;Acc:HGNC:12036]null null 10210 -0.02394 0.310818 o
row_143 IKBKG inhibitor of nuclear factor kappa B kinase regulatory subunit gamma [Source:HGNC Symbol;Acc:HGNC:5961]null null 10649 -0.05464 0.287272 No
row_144 CD47 CD47 molecule [Source:HGNC Symbol;Acc:HGNC:1682]n ll null 10755 -0.06183 0.282191 No
row_145 TAB3 TGF-beta activated kinase 1 (MAP3K7) binding protein 3 [Source:HGNC Symbol;Acc:HGNC:30681]null ull 10757 -0.0619 0.282852 No
row_146 SNCA synuclein alpha [Source:HGNC Symbol;Acc:HGNC:11138]null null 10810 -0.06539 0.280739 No
row_147 HYAL3 hyaluronidase 3 [Source:HGNC Symbol;Acc:HGNC:5322]null null 10814 -0.06556 0.281332 No
row_148 PSMB11 proteasome subunit beta 11 [Source:HGNC Symbol;Acc:HGNC:31963]null null 11174 -0.09163 0.262574 No
row_149 RBX1 ring-box 1 [Source:HGNC Symbol;Acc:HGNC:9928]null null 11265 -0.09 66 0.258748 No
row_150 IRAK2 interleukin 1 receptor associated kinase 2 [Source:HGNC Symbol;Acc:HGNC:6113]null null 11617 -0.12326 0.240798 No
row_151 OTUD4 OTU deubiquitinase 4 [Source:HGNC Symbol;Acc:HGNC:24949]n ll null 11917 -0.14683 0. 259 2 No
row_152 PELI3 pellino E3 ubiquitin protein ligase family member 3 [Source:HGNC Symbol;Acc:HGNC:30010]null null 12252 -0.16978 0.209519 No
row_153 MAPK3 mitogen-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6877]null null 12259 -0.17004 0.211156 No
row_154 ST18 ST18 C2H2C-type zinc finger transcription factor [Source:HGNC Symbol;Acc:HGNC:18695]null null 12531 -0.19123 0.198409 No
row_155 PSMD10 proteasome 26S subunit, non-ATPase 10 [Source:HGNC Symbol;Acc:HGNC:9555]null ull 12626 -0.19768 0.195508 No
row_156 SIRPA signal regulatory protein alpha [Source:HGNC Symbol;Acc:HGNC:9662]null null 12705 -0.20356 0.193558 No
row_157 SFRP1 secreted frizzled related protein 1 [Source:HGNC Symbol;Acc:HGNC:10776]null null 12803 -0.20992 0.190633 o
row_158 TAF9 TATA-box binding protein associated factor 9 [Source:HGNC Symbol;Acc:HGNC:11542]null null 12949 -0.22307 0.18521 No
row_159 IKBKB inhibitor of nuclear factor kappa B kinase subunit beta [Source:HGNC Symbol;Acc:HGNC:5960]null null 13012 -0.22689 0.184413 No
row_160 IRAK1 interleukin 1 receptor associated kinase 1 [Source:HGNC Symbol;Acc:HGNC:6112]null null 13173 -0.24052 0.178365 No
row_161 TLE5 TLE family member 5, transcriptional modulator [Source:HGNC Symbol;Acc:HGNC:307]null null 13260 -0.24668 0.176472 No
row_162 SKP1 S-phase kinase associated protein 1 [Source:HGNC Symbol;Acc:HGNC:10899]ull null 13293 -0.24876 0.177585 No
row_163 PLCB1 phospholipase C beta 1 [Source:HGNC Symbol;Acc:HGNC:15917]null null 13423 -0.25794 0.173449 No
row_164 CX3CL1 C-X3-C motif chemokine ligand 1 [Source:HGNC Symbol;Acc:HGNC:10647]null null 13429 -0.25831 0.176162 o
row_165 RC3H1 ring finger and CCCH-type domains 1 [Source:HGNC Symbol;Acc:HGNC:29434]null null 3702 -0.28169 0.164407 No
row_166 TANK TRAF family member associated NFKB activator [Source:HGNC Symbol;Acc:HGNC:11562]null null 13882 -0.2979 0.157974 No
row_167 BTRC beta-transducin repeat containing E3 ubiquitin protein ligase [Source:HGNC Symbol;Acc:HGNC:1144]n ll null 14612 -0.3699 0.122012 No
row_168 RORA RAR related orphan receptor A [Source:HGNC Symbol;Acc:HGNC:10258]null null 14750 -0.38383 0.118891 No
row_169 SLC30A8 solute carrier family 30 member 8 [Source:HGNC Symbol;Acc:HGNC:20303]null null 15197 -0.42882 0.099234 No
row_170 UBE2N ubiquitin conjugating enzyme E2 N [Source:HGNC Symbol;Acc:HGNC:12492]null null 15428 -0.45697 0.091826 No
row_171 PRKCA protein kinase C alpha [Source:HGNC Symbol;Acc:HGNC:9393]null null 15675 -0.48766 0.08389 No
row_172 PCK1 phosphoenolpyruvate carboxykinase 1 [Source:HGNC Symbol;Acc:HGNC:8724]null null 16105 -0.5487 0.066558 No
row_173 FGG fibrinogen gamma chain [Source:HGNC Symbol;Acc:HGNC:3694]null null 16169 -0.55723 0.06953 No
row_174 HNMT histamine N-methyltransferase [Source:HGNC Symbol;Acc:HGNC:5028]null null 16651 -0.63583 0.050336 No
row_175 ADAMTS12ADAM metallopeptidase with thrombospondin type 1 motif 12 [Source:HGNC Symbol;Acc:HGNC:14605]null null 16785 -0.66119 0.050646 No
row_176 RPS6KA5 ribosomal protein S6 kinase A5 [Source:HGNC Symbol;Acc:HGNC:10434]null null 17102 -0.73514 0.04171 No
row_177 IL1RAP interleukin 1 receptor accessory protein [Source:HGNC Symbol;Acc:HGNC:5995]null null 17696 -0.9418 0.019875 No



























NAME PROBE DESCRIPTION<br>(from dataset)GENE SYMBOLGENE_TITLERANK IN GENE LISTRANK METRIC SCORERUNNING SCORE ENRICHMENT
row_0 SELE selectin E [Source:HGNC Symbol;Acc:HGNC:10718]null null 17 2.358044 0.026352 Yes
row_1 CEBPB CCAAT enhancer binding protein beta [Source:HGNC Symbol;Acc:HGNC:1834]null null 23 2.254705 0.052171 Yes
row_2 CCL7 C-C motif chemokine ligand 7 [Source:HGNC Symbol;Acc:HGNC:10634]null null 25 2.226098 0.07788 Yes
row_3 ICAM1 intercellular adhesion molecule 1 [Source:HGNC Symbol;Acc:HGNC:5344]null null 45 1.983095 0.099782 Yes
row_4 IL1B interleukin 1 beta [Source:HGNC Symbol;Acc:HGNC:5992]null null 60 1.861938 0.120559 Yes
row_5 CCL17 C-C motif chemokine ligand 17 [Source:HGNC Symbol;Acc:HGNC:10615]null null 64 1.844272 0.141738 Yes
row_6 EDN1 endothelin 1 [Source:HGNC Symbol;Acc:HGNC:3176]null null 120 1.627358 0.157536 Yes
row_7 SOX9 SRY-box 9 [Source:HGNC Symbol;Acc:HGNC:11204]null null 132 1.595125 0.17539 Yes
row_8 LCN2 lipocalin 2 [Source:HGNC Symbol;Acc:HGNC:6526]null null 170 1.486467 0.190551 Yes
row_9 CCL11 C-C motif chemokine ligand 11 [Source:HGNC Symbol;Acc:HGNC:10610]null null 182 1.466987 0.206922 Yes
row_10 CCL2 C-C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10618]null null 210 1.432788 0.222014 Yes
row_11 NFKBIA NFKB inhibitor alpha [Source:HGNC Symbol;Acc:HGNC:7797]null null 214 1.424415 0.238333 Yes
row_12 ZC3H12A zinc finger CCCH-type containing 12A [Source:HGNC Symbol;Acc:HGNC:26259]null null 243 1.381521 0.252777 Yes
row_13 MYD88 MYD88 innate immune signal transduction adaptor [Source:HGNC Symbol;Acc:HGNC:7562]null null 282 1.317174 0.265923 Yes
row_14 NOD2 nucleotide binding oligomerization domain containing 2 [Source:HGNC Symbol;Acc:HGNC:5331]null null 354 1.236977 0.27632 Yes
row_15 CCL8 C-C motif chemokine ligand 8 [Source:HGNC Symbol;Acc:HGNC:10635]null null 364 1.224332 0.289993 Yes
row_16 CITED1 Cbp/p300 interacting transactivator with Glu/Asp rich carboxy-terminal domain 1 [Source:HGNC Symbol;Acc:HGNC:1986]ull null 395 1.193902 0.302155 Yes
row_17 IL1R2 interleukin 1 receptor type 2 [Source:HGNC Symbol;Acc:HGNC:5994]null null 445 1.142212 0.312669 Yes
row_18 PSMB2 proteasome subunit beta 2 [Source:HGNC Symbol;Acc:HGNC:9539]null null 494 1.097493 0.322721 Yes
row_19 IRAK3 interleukin 1 receptor associated kinase 3 [Source:HGNC Symbol;Acc:HGNC:17020]null null 737 0.959821 0.320471 Yes
row_20 MTHFR methylenetetrahydrofolate reductase [Source:HGNC Symbol;Acc:HGNC:7436]null null 870 0.903252 0.323638 Yes
row_21 RELA RELA proto-oncogene, NF-kB subunit [Source:HGNC Symbol;Acc:HGNC:9955]null null 880 0.900454 0.333562 Yes
row_22 MAP3K8 mitogen-activated protein kinase kinase kinase 8 [Source:HGNC Symbol;Acc:HGNC:6860]null null 884 0.896664 0.343774 Yes
row_23 GBP2 guanylate binding protein 2 [Source:HGNC Symbol;Acc:HGNC:4183]null null 1017 0.849546 0.34632 Yes
row_24 PSMA8 proteasome subunit alpha 8 [Source:HGNC Symbol;Acc:HGNC:22985]null null 1118 0.813168 0.350211 Yes
row_25 PTGIS prostaglandin I2 synthase [Source:HGNC Symbol;Acc:HGNC:9603]null null 1127 0.811811 0.359164 Yes
row_26 CCL15 C-C motif chemokine ligand 15 [Source:HGNC Symbol;Acc:HGNC:10613]null null 1173 0.797476 0.36591 Yes
row_27 CCL4 C-C motif chemokine ligand 4 [Source:HGNC Symbol;Acc:HGNC:10630]null null 1188 0.792505 0.374309 Yes
row_28 HAS2 hyaluronan synthase 2 [Source:HGNC Symbol;Acc:HGNC:4819]null null 1211 0.785724 0.382 88 Yes
row_29 IL1RN interleukin 1 receptor antagonist [Source:HGNC Symbol;Acc:HGNC:6000]null null 1230 0.779751 0.390219 Yes
row_30 UBC ubiquitin C [Source:HGNC Symbol;Acc:HGNC:12468]null null 1260 0.771567 0.397548 Yes
row_31 CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]1268 0.769097 0.406063 Yes
row_32 TNFRSF11ATNF receptor superfamily member 11a [Source:HGNC Symbol;Acc:HGNC:11908]null nu l 1302 0.762219 0.413062 Yes
row_33 CYBA cytochrome b-245 alpha chain [Source:HGNC Symbol;Acc:HGNC:2577]null null 1319 0.757543 0.420947 Yes
row_34 ADAMTS7ADAM metallopeptidase with thrombospondin type 1 motif 7 [Source:HGNC Symbol;Acc:HGNC:223]null null 1377 0.738842 0.426351 Yes
row_35 RPS6KA4 ribosomal protein S6 kinase A4 [Source:HGNC Symbol;Acc:HGNC:10433]null null 1470 0.718128 0.429584 Yes
row_36 PSMA7 proteasome subunit alpha 7 [Source:HGNC Symbol;Acc:HGNC:9536]null null 1564 0.69525 0.432496 Yes
row_37 ANXA1 annexin A1 [Source:HGNC Symbol;Acc:HGNC:533]null null 1613 0.683186 0.437753 Yes
row_38 IL1A interleukin 1 alpha [Source:HGNC Symbol;Acc:HGNC:5991]null n ll 1652 0.674175 0.443458 Yes
row_39 IRAK4 interleukin 1 receptor associated kinase 4 [Source:HGNC Symbol;Acc:HGNC:17967]null null 1693 0.665119 0.448948 Yes
row_40 ACOD1 aconitate decarboxylase 1 [Source:HGNC Symbol;Acc:HGNC:33904]null null 1723 0.655652 0.4549 5 Yes
row_41 TOLLIP toll interacting protein [Source:HGNC Symbol;Acc:HGNC:16476]null null 1786 0.64234 0.458947 Yes
row_42 IL6 interleukin 6 [Source:HGNC Symbol;Acc:HGNC:6018]null null 1820 0.635449 0.464479 Yes
row_43 RIPK2 receptor interacting serine/threonine kinase 2 [Source:HGNC Symbol;Acc:HGNC:10020]null null 1824 0.634153 0.471653 Yes
row_44 EGR1 early growth response 1 [Source:HGNC Symbol;Acc:HGNC:3238]null null 1879 0.619498 0.475842 Yes
row_45 PSMB8 proteasome subunit beta 8 [Source:HGNC Symbol;Acc:HGNC:9545]null null 1889 0.617106 0.482487 Yes
row_46 TNIP2 TNFAIP3 interacting protein 2 [Source:HGNC Symbol;Acc:HGNC:19118]null null 1963 0.601991 0.485425 Yes
row_47 GBP3 guanylate binding protein 3 [Source:HGNC Symbol;Acc:HGNC:4184]null null 2022 0.590369 0.489055 Yes
row_48 PSMB3 proteasome subunit beta 3 [Source:HGNC Symbol;Acc:HGNC:9540]null null 2045 0.587483 0.49464 Yes
row_49 RBMX RNA binding motif protein X-linked [Source:HGNC Symbol;Acc:HGNC:9910]null null 2055 0.585403 0.500919 Yes
row_50 PSME4 proteasome activator subunit 4 [Source:HGNC Symbol;Acc:HGNC:20635]null n ll 2201 0.559206 0.499386 Yes
row_51 PSMF1 proteasome inhibitor subunit 1 [Source:HGNC Symbol;Acc:HGNC:9571]null n ll 2274 0.545142 0.501721 Yes
row_52 PSMB10 proteasome subunit beta 10 [Source:HGNC Symbol;Acc:HGNC:9538]null null 2286 0.542545 0.507393 Yes
row_53 PSMC4 proteasome 26S subunit, ATPase 4 [Source:HGNC Symbol;Acc:HGNC:9551]null ull 2310 0.537074 0.512339 Yes
row_54 PSMB6 proteasome subunit beta 6 [Source:HGNC Symbol;Acc:HGNC:9543]null null 2317 0.536049 0.518212 Yes
row_55 KLF2 Kruppel like factor 2 [Source:HGNC Symbol;Acc:HGNC:6347]null null 2416 0.517477 0.518791 Yes
row_56 IL1R1 interleukin 1 receptor type 1 [Source:HGNC Symbol;Acc:HGNC:5993]null null 2423 0.516479 0.524437 Yes
row_57 GCLC glutamate-cysteine ligase catalytic subunit [Source:HGNC Symbol;Acc:HGNC:4311]null null 2444 0.513257 0.529273 Yes
row_58 MYLK3 myosin light chain kinase 3 [Source:HGNC Symbol;Acc:HGNC:29826]null null 2524 0.500261 0.53070 Yes
row_59 IL1RL2 interleukin 1 receptor like 2 [Source:HGNC Symbol;Acc:HGNC:5999]null null 2549 0.496101 0.535119 Yes
row_60 FGB fibrinogen beta chain [Source:HGNC Symbol;Acc:HGNC:3662]null null 2608 0.482794 0.537504 Yes
row_61 PSMD6 proteasome 26S subunit, non-ATPase 6 [Source:HGNC Symbol;Acc:HGNC:9564]null ull 2895 0.436396 0.526767 Yes
row_62 TRIM63 tripartite motif containing 63 [Source:HGNC Symbol;Acc:HGNC:16007]null ull 2902 0.435371 0.531475 Yes
row_63 PSMD12 proteasome 26S subunit, non-ATPase 12 [Source:HGNC Symbol;Acc:HGNC:9557]null ull 29 3 0.43172 0.535367 Yes
row_64 PSME3 proteasome activator subunit 3 [Source:HGNC Symbol;Acc:HGNC:9570]null n ll 2997 0.421244 0.536212 Yes
row_65 PSMB5 proteasome subunit beta 5 [Source:HGNC Symbol;Acc:HGNC:9542]null null 3043 0.414385 0.538524 Yes
row_66 KMO kynurenine 3-monooxygenase [Source:HGNC Symbol;Acc:HGNC:6381]null null 3044 0.413958 0.543315 Yes
row_67 TFPI tissue factor pathway inhibitor [Source:HGNC Symbol;Acc:HGNC:11760]null null 3071 0.409575 0.54662 Yes
row_68 IGBP1 immunoglobulin binding protein 1 [Source:HGNC Symbol;Acc:HGNC:5461]nul ull 3078 0.40886 0.551021 Yes
row_69 PSMB7 proteasome subunit beta 7 [Source:HGNC Symbol;Acc:HGNC:9544]null null 3127 0.400839 0.55301 Yes
row_70 HYAL1 hyaluronidase 1 [Source:HGNC Symbol;Acc:HGNC:5320]null null 3183 0.393769 .554531 Yes
row_71 PSMC2 proteasome 26S subunit, ATPase 2 [Source:HGNC Symbol;Acc:HGNC:9548]null ull 3213 0.389117 0.557434 Yes
row_72 MAPK13 mitogen-activated protein kinase 13 [Source:HGNC Symbol;Acc:HGNC:6875]null null 3239 0.3855 0.560515 Yes
row_73 PSMA1 proteasome subunit alpha 1 [Source:HGNC Symbol;Acc:HGNC:9530]null null 3296 0.37762 0.561794 Yes
row_74 PSMA5 proteasome subunit alpha 5 [Source:HGNC Symbol;Acc:HGNC:9534]null null 3383 0.36688 0.561293 Yes
row_75 PSMA3 proteasome subunit alpha 3 [Source:HGNC Symbol;Acc:HGNC:9532]null null 3389 0.366181 0.565255 Yes
row_76 ANKRD1 ankyrin repeat domain 1 [Source:HGNC Symbol;Acc:HGNC:15819]null ull 3444 0.357798 0.566415 Yes
row_77 PSMA6 proteasome subunit alpha 6 [Source:HGNC Symbol;Acc:HGNC:9535]null null 3496 0.351933 0.567673 Yes
row_78 PSMC1 proteasome 26S subunit, ATPase 1 [Source:HGNC Symbol;Acc:HGNC:9547]null ull 3533 0.347272 0.569705 Yes
row_79 PSMD13 proteasome 26S subunit, non-ATPase 13 [Source:HGNC Symbol;Acc:HGNC:9558]null ull 3555 0.344896 0.572537 Yes
row_80 PSMB4 proteasome subunit beta 4 [Source:HGNC Symbol;Acc:HGNC:9541]null null 3557 0.344832 0.576473 Yes
row_81 CCL19 C-C motif chemokine ligand 19 [Source:HGNC Symbol;Acc:HGNC:10617]null null 3659 0.331586 0.574735 Yes
row_82 MAP3K3 mitogen-activated protein kinase kinase kinase 3 [Source:HGNC Symbol;Acc:HGNC:6855]null null 3680 0.329568 0.577445 Yes
row_83 PSMC6 proteasome 26S subunit, ATPase 6 [Source:HGNC Symbol;Acc:HGNC:9553]null ull 3833 0.311205 0.572656 No
row_84 VRK2 VRK serine/threonine kinase 2 [Source:HGNC Symbol;Acc:HGNC:12719]null null 3995 0.294432 0.567176 No
row_85 PSMD3 proteasome 26S subunit, non-ATPase 3 [Source:HGNC Symbol;Acc:HGNC:9560]null ull 4042 0.28963 0.567989 No
row_86 PSMD2 proteasome 26S subunit, non-ATPase 2 [Source:HGNC Symbol;Acc:HGNC:9559]null ull 4 33 0.270552 0.560631 No
row_87 SQSTM1 sequestosome 1 [Source:HGNC Symbol;Acc:HGNC:11280]null null 4280 0.266534 0.561177 No
row_88 TAB1 TGF-beta activated kinase 1 (MAP3K7) binding protein 1 [Source:HGNC Symbol;Acc:HGNC:18157]null ull 4424 0.252262 0.556202 No
row_89 CCL22 C-C motif chemokine ligand 22 [Source:HGNC Symbol;Acc:HGNC:10621]null null 4425 0.252159 0.559121 No
row_90 CUL1 cullin 1 [Source:HGNC Symbol;Acc:HGNC:2551]null null 4437 0.250782 0.561416 No
row_91 PSMD4 proteasome 26S subunit, non-ATPase 4 [Source:HGNC Symbol;Acc:HGNC:9561]null ull 4 69 0.246989 0.562563 No
row_92 PSME2 proteasome activator subunit 2 [Source:HGNC Symbol;Acc:HGNC:9569]null n ll 4476 0.246172 0.565081 No
row_93 MAP3K7 mitogen-activated protein kinase kinase kinase 7 [Source:HGNC Symbol;Acc:HGNC:6859]null null 4477 0.246163 0.56793 No
row_94 PSMD8 proteasome 26S subunit, non-ATPase 8 [Source:HGNC Symbol;Acc:HGNC:9566]null ull 4529 0.241749 0.567912 No
row_95 YTHDC2 YTH domain containing 2 [Source:HGNC Symbol;Acc:HGNC:24721]null null 4544 0.240606 0.569924 No
row_96 ETS1 ETS proto-oncogene 1, transcription factor [Source:HGNC Symbol;Acc:HGNC:3488]null null 4599 0.234997 0.569663 No
row_97 PSMA4 proteasome subunit alpha 4 [Source:HGNC Symbol;Acc:HGNC:9533]null null 4649 0.230269 0.569623 No
row_98 PSMB9 proteasome subunit beta 9 [Source:HGNC Symbol;Acc:HGNC:9546]null null 4692 0.225719 0.569917 No
row_99 CHI3L1 chitinase 3 like 1 [Source:HGNC Symbol;Acc:HGNC:1932]null null 4713 0.223767 0.571403 No
row_100 SRC SRC proto-oncogene, non-receptor tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:11283]null null 4883 0.208782 0.56449 No
row_101 TAB2 TGF-beta activated kinase 1 (MAP3K7) binding protein 2 [Source:HGNC Symbol;Acc:HGNC:17075]null ull 4913 0.204932 0.565261 No
row_102 MAPK11 mitogen-activated protein kinase 11 [Source:HGNC Symbol;Acc:HGNC:6873]null null 4963 0.200373 0.564875 No
row_103 PSMC5 proteasome 26S subunit, ATPase 5 [Source:HGNC Symbol;Acc:HGNC:9552]null ull 5081 0.189879 0.560614 No
row_104 CCL5 C-C motif chemokine ligand 5 [Source:HGNC Symbol;Acc:HGNC:10632]null null 5135 0.185759 0.559838 No
row_105 USP10 ubiquitin specific peptidase 10 [Source:HGNC Symbol;Acc:HGNC:12608]null null 5177 0.182068 0.559682 No
row_106 PSMD1 proteasome 26S subunit, non-ATPase 1 [Source:HGNC Symbol;Acc:HGNC:9554]null ull 5244 0.176761 0.558084 No
row_107 NKX3-1 NK3 homeobox 1 [Source:HGNC Symbol;Acc:HGNC:7838]null null 5295 0.171918 0.557313 No
row_108 OTUB1 OTU deubiquitinase, ubiquitin aldehyde binding 1 [Source:HGNC Symbol;Acc:HGNC:23077]n ll null 5564 0.148998 0.544243 No
row_109 PSMC3 proteasome 26S subunit, ATPase 3 [Source:HGNC Symbol;Acc:HGNC:9549]null ull 5732 0.134665 0.536583 No
row_110 PELI2 pellino E3 ubiquitin protein ligase family member 2 [Source:HGNC Symbol;Acc:HGNC:8828]null null 5734 0.134528 0.538085 No
row_111 UPF1 UPF1 RNA helicase and ATPase [Source:HGNC Symbol;Acc:HGNC:9962]nul ull 5769 0.131689 0.537732 No
row_112 NFKB1 nuclear factor kappa B subunit 1 [Source:HGNC Symbol;Acc:HGNC:7794]null null 5841 0.126551 0.535277 No
row_113 PSMD9 proteasome 26S subunit, non-ATPase 9 [Source:HGNC Symbol;Acc:HGNC:9567]null ull 5856 0.125692 0.535959 No
row_114 PSME1 proteasome activator subunit 1 [Source:HGNC Symbol;Acc:HGNC:9568]null n ll 5964 0.117279 0.53141 No
row_115 CHUK component of inhibitor of nuclear factor kappa B kinase complex [Source:HGNC Symbol;Acc:HGNC:1974]null null 5968 0.116899 0.532597 No
row_116 PSMD14 proteasome 26S subunit, non-ATPase 14 [Source:HGNC Symbol;Acc:HGNC:16889]null ull 6 74 0.100778 0.522447 No
row_117 PSMD7 proteasome 26S subunit, non-ATPase 7 [Source:HGNC Symbol;Acc:HGNC:9565]null ull 6263 0.09414 0.518679 No
row_118 CCL23 C-C motif chemokine ligand 23 [Source:HGNC Symbol;Acc:HGNC:10622]null null 6293 0.091778 0.51814 No
row_119 UBB ubiquitin B [Source:HGNC Symbol;Acc:HGNC:12463]null null 6338 0.0885 9 0.516736 No
row_120 HIF1A hypoxia inducible factor 1 subunit alpha [Source:HGNC Symbol;Acc:HGNC:4910]null null 6421 0.082598 0.513165 No
row_121 PSMB1 proteasome subunit beta 1 [Source:HGNC Symbol;Acc:HGNC:9537]null null 6569 0.071979 0.505883 No
row_122 PELI1 pellino E3 ubiquitin protein ligase 1 [Source:HGNC Symbol;Acc:HGNC:8827]null null 6638 0.066983 0.502905 No
row_123 PYCARD PYD and CARD domain containing [Source:HGNC Symbol;Acc:HGNC:16608]null null 6909 0.047809 0.488553 No
row_124 CACTIN cactin, spliceosome C complex subunit [Source:HGNC Symbol;Acc:HGNC:29938]null null 6974 0.042622 0.485513 No
row_125 PRKCI protein kinase C iota [Source:HGNC Symbol;Acc:HGNC:9404]null null 6983 0.041873 0.485556 No
row_126 NOD1 nucleotide binding oligomerization domain containing 1 [Source:HGNC Symbol;Acc:HGNC:16390]null null 7016 0.039559 0.484248 No
row_127 FBXW11 F-box and WD repeat domain containing 11 [Source:HGNC Symbol;Acc:HGNC:13607]null null 7018 0.039419 0.484649 No
row_128 PSMD5 proteasome 26S subunit, non-ATPase 5 [Source:HGNC Symbol;Acc:HGNC:9563]null ull 7151 0.029005 0.477698 No
row_129 HDAC4 histone deacetylase 4 [Source:HGNC Symbol;Acc:HGNC:14063]null null 7181 0.026829 0.476407 No
row_130 HYAL2 hyaluronidase 2 [Source:HGNC Symbol;Acc:HGNC:5321]null null 7388 0.010944 0.465162 No
row_131 CCL24 C-C motif chemokine ligand 24 [Source:HGNC Symbol;Acc:HGNC:10623]null null 7431 0.007418 0.46293 No
row_132 PSMD11 proteasome 26S subunit, non-ATPase 11 [Source:HGNC Symbol;Acc:HGNC:9556]null ull 7505 0.001982 0.458923 No
row_133 EPO erythropoietin [Source:HGNC Symbol;Acc:HGNC:3415]EPX osinophil per xidase [Source:HGNC Symbol;Acc:HGNC:3423]7527 7.66E-04 0.457772 No
row_134 XCL1 X-C motif chemokine ligand 1 [Source:HGNC Symbol;Acc:HGNC:10645]null null 7595 0 0.454074 No
row_135 CCL21 C-C motif chemokine ligand 21 [Source:HGNC Symbol;Acc:HGNC:10620]null null 8482 0 0.405164 No
row_136 CCL20 C-C motif chemokine ligand 20 [Source:HGNC Symbol;Acc:HGNC:10619]null null 8483 0 0.405164 No
row_137 MIR155 microRNA 155 [Source:HGNC Symbol;Acc:HGNC:31542]null null 9223 0 0.364369 No
row_138 CD40 CD40 molecule [Source:HGNC Symbol;Acc:HGNC:11919]n ll null 9844 -0.0012 0.330157 No
row_139 DAB2IP DAB2 interacting protein [Source:HGNC Symbol;Acc:HGNC:17294]null null 9864 -0.00214 0.329 33 No
row_140 YY1 YY1 transcription factor [Source:HGNC Symbol;Acc:HGNC:12856]null null 10012 -0.01225 0.32116 No
row_141 UBA52 ubiquitin A-52 residue ribosomal protein fusion product 1 [Source:HGNC Symbol;Acc:HGNC:12458]null null 10101 -0.01737 0.316503 No
row_142 TRAF6 TNF receptor associated factor 6 [Source:HGNC Symbol;Acc:HGNC:12036]null null 10210 -0.02394 0.310818 o
row_143 IKBKG inhibitor of nuclear factor kappa B kinase regulatory subunit gamma [Source:HGNC Symbol;Acc:HGNC:5961]null null 10649 -0.05464 0.287272 No
row_144 CD47 CD47 molecule [Source:HGNC Symbol;Acc:HGNC:1682]n ll null 10755 -0.06183 0.282191 No
row_145 TAB3 TGF-beta activated kinase 1 (MAP3K7) binding protein 3 [Source:HGNC Symbol;Acc:HGNC:30681]null ull 10757 -0.0619 0.282852 No
row_146 SNCA synuclein alpha [Source:HGNC Symbol;Acc:HGNC:11138]null null 10810 -0.06539 0.280739 No
row_147 HYAL3 hyaluronidase 3 [Source:HGNC Symbol;Acc:HGNC:5322]null null 10814 -0.06556 0.281332 No
row_148 PSMB11 proteasome subunit beta 11 [Source:HGNC Symbol;Acc:HGNC:31963]null null 11174 -0.09163 0.262574 No
row_149 RBX1 ring-box 1 [Source:HGNC Symbol;Acc:HGNC:9928]null null 11265 -0.09 66 0.258748 No
row_150 IRAK2 interleukin 1 receptor associated kinase 2 [Source:HGNC Symbol;Acc:HGNC:6113]null null 11617 -0.12326 0.240798 No
row_151 OTUD4 OTU deubiquitinase 4 [Source:HGNC Symbol;Acc:HGNC:24949]n ll null 11917 -0.14683 0. 259 2 No
row_152 PELI3 pellino E3 ubiquitin protein ligase family member 3 [Source:HGNC Symbol;Acc:HGNC:30010]null null 12252 -0.16978 0.209519 No
row_153 MAPK3 mitogen-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6877]null null 12259 -0.17004 0.211156 No
row_154 ST18 ST18 C2H2C-type zinc finger transcription factor [Source:HGNC Symbol;Acc:HGNC:18695]null null 12531 -0.19123 0.198409 No
row_155 PSMD10 proteasome 26S subunit, non-ATPase 10 [Source:HGNC Symbol;Acc:HGNC:9555]null ull 12626 -0.19768 0.195508 No
row_156 SIRPA signal regulatory protein alpha [Source:HGNC Symbol;Acc:HGNC:9662]null null 12705 -0.20356 0.193558 No
row_157 SFRP1 secreted frizzled related protein 1 [Source:HGNC Symbol;Acc:HGNC:10776]null null 12803 -0.20992 0.190633 o
row_158 TAF9 TATA-box binding protein associated factor 9 [Source:HGNC Symbol;Acc:HGNC:11542]null null 12949 -0.22307 0.18521 No
row_159 IKBKB inhibitor of nuclear factor kappa B kinase subunit beta [Source:HGNC Symbol;Acc:HGNC:5960]null null 13012 -0.22689 0.184413 No
row_160 IRAK1 interleukin 1 receptor associated kinase 1 [Source:HGNC Symbol;Acc:HGNC:6112]null null 13173 -0.24052 0.178365 No
row_161 TLE5 TLE family member 5, transcriptional modulator [Source:HGNC Symbol;Acc:HGNC:307]null null 13260 -0.24668 0.176472 No
row_162 SKP1 S-phase kinase associated protein 1 [Source:HGNC Symbol;Acc:HGNC:10899]ull null 13293 -0.24876 0.177585 No
row_163 PLCB1 phospholipase C beta 1 [Source:HGNC Symbol;Acc:HGNC:15917]null null 13423 -0.25794 0.173449 No
row_164 CX3CL1 C-X3-C motif chemokine ligand 1 [Source:HGNC Symbol;Acc:HGNC:10647]null null 13429 -0.25831 0.176162 o
row_165 RC3H1 ring finger and CCCH-type domains 1 [Source:HGNC Symbol;Acc:HGNC:29434]null null 3702 -0.28169 0.164407 No
row_166 TANK TRAF family member associated NFKB activator [Source:HGNC Symbol;Acc:HGNC:11562]null null 13882 -0.2979 0.157974 No
row_167 BTRC beta-transducin repeat containing E3 ubiquitin protein ligase [Source:HGNC Symbol;Acc:HGNC:1144]n ll null 14612 -0.3699 0.122012 No
row_168 RORA RAR related orphan receptor A [Source:HGNC Symbol;Acc:HGNC:10258]null null 14750 -0.38383 0.118891 No
row_169 SLC30A8 solute carrier family 30 member 8 [Source:HGNC Symbol;Acc:HGNC:20303]null null 15197 -0.42882 0.099234 No
row_170 UBE2N ubiquitin conjugating enzyme E2 N [Source:HGNC Symbol;Acc:HGNC:12492]null null 15428 -0.45697 0.091826 No
row_171 PRKCA protein kinase C alpha [Source:HGNC Symbol;Acc:HGNC:9393]null null 15675 -0.48766 0.08389 No
row_172 PCK1 phosphoenolpyruvate carboxykinase 1 [Source:HGNC Symbol;Acc:HGNC:8724]null null 16105 -0.5487 0.066558 No
row_173 FGG fibrinogen gamma chain [Source:HGNC Symbol;Acc:HGNC:3694]null null 16169 -0.55723 0.06953 No
row_174 HNMT histamine N-methyltransferase [Source:HGNC Symbol;Acc:HGNC:5028]null null 16651 -0.63583 0.050336 No
row_175 ADAMTS12ADAM metallopeptidase with thrombospondin type 1 motif 12 [Source:HGNC Symbol;Acc:HGNC:14605]null null 16785 -0.66119 0.050646 No
row_176 RPS6KA5 ribosomal protein S6 kinase A5 [Source:HGNC Symbol;Acc:HGNC:10434]null null 17102 -0.73514 0.04171 No
row_177 IL1RAP interleukin 1 receptor accessory protein [Source:HGNC Symbol;Acc:HGNC:5995]null null 17696 -0.9418 0.019875 No
row_178 CD38 CD38 molecule [Source:HGNC Symbol;Acc:HGNC:1667]n ll null 17988 -1.12548 0.016837 No
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NAME PROBE DESCRIPTION<br>(from dataset)GENE SYMBOLGENE_TITLERANK IN GENE LISTRANK METRIC SCORERUNNING SCORE ENRICHMENT
row_0 CCL7 C-C motif chemokine ligand 7 [Source:HGNC Symbol;Acc:HGNC:10634]null null 25 2.226098 0.02679 Yes
row_1 ICAM1 intercellular adhesion molecule 1 [Source:HGNC Symbol;Acc:HGNC:5344]null null 45 1.983095 0.050836 Yes
row_2 CCL17 C-C motif chemokine ligand 17 [Source:HGNC Symbol;Acc:HGNC:10615]null null 64 1.844272 0.073181 Yes
row_3 VIM vimentin [Source:HGNC Symbol;Acc:HGNC:12692]null null 88 .719174 0.093667 Yes
row_4 SOCS3 suppressor of cytokine signaling 3 [Source:HGNC Symbol;Acc:HGNC:19391]null null 95 1.698284 0.114826 Yes
row_5 MT2A metallothionein 2A [Source:HGNC Symbol;Acc:HGNC:7406]null n ll 99 1.688917 0.136032 Yes
row_6 EDN1 endothelin 1 [Source:HGNC Symbol;Acc:HGNC:3176]null null 120 1.627358 0.155521 Yes
row_7 TLR2 toll like receptor 2 [Source:HGNC Symbol;Acc:HGNC:11848]null n ll 131 1.595979 0.175165 Yes
row_8 IL12RB1 interleukin 12 receptor subunit beta 1 [Source:HGNC Symbol;Acc:HGNC:5971]null null 139 1.571609 0.194666 Yes
row_9 CCL11 C-C motif chemokine ligand 11 [Source:HGNC Symbol;Acc:HGNC:10610]null null 182 1.466987 0.210913 Yes
row_10 CCL2 C-C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10618]null null 210 1.432788 0.227554 Yes
row_11 HCK HCK proto-oncogene, Src family tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:4840]null null 255 1.356714 0.242295 Yes
row_12 CCL8 C-C motif chemokine ligand 8 [Source:HGNC Symbol;Acc:HGNC:10635]null null 364 1.224332 0.251831 Yes
row_13 IFITM1 interferon induced transmembrane protein 1 [Source:HGNC Symbol;Acc:HGNC:5412]ull ull 371 1.218049 0.266914 Yes
row_14 IRF7 interferon regulatory factor 7 [Source:HGNC Symbol;Acc:HGNC:6122]null null 372 1.217838 0.282324 Yes
row_15 STXBP3 syntaxin binding protein 3 [Source:HGNC Symbol;Acc:HGNC:11446]ull null 392 1.197905 0.296434 Yes
row_16 CITED1 Cbp/p300 interacting transactivator with Glu/Asp rich carboxy-terminal domain 1 [Source:HGNC Symbol;Acc:HGNC:1986]ull null 395 1.193902 0.311432 Yes
row_17 SLC11A1 solute carrier family 11 member 1 [Source:HGNC Symbol;Acc:HGNC:10907]null null 397 1.192577 0.326467 Yes
row_18 IFITM3 interferon induced transmembrane protein 3 [Source:HGNC Symbol;Acc:HGNC:5414]ull ull 563 1.050152 0.330656 Yes
row_19 CD44 CD44 molecule (Indian blood group) [Source:HGNC Symbol;Acc:HGNC:1681]n ll ul 632 1.012356 0.339715 Yes
row_20 IRF8 interferon regulatory factor 8 [Source:HGNC Symbol;Acc:HGNC:5358]null null 644 1.007688 0.35186 Yes
row_21 SOCS1 suppressor of cytokine signaling 1 [Source:HGNC Symbol;Acc:HGNC:19383]null null 679 0.985326 0.362453 Yes
row_22 IRGM immunity related GTPase M [Source:HGNC Symbol;Acc:HGNC:29597]null null 706 0.971191 0.373309 Yes
row_23 IRF1 interferon regulatory factor 1 [Source:HGNC Symbol;Acc:HGNC:6116]null null 716 0.966061 0.385037 Yes
row_24 IFITM2 interferon induced transmembrane protein 2 [Source:HGNC Symbol;Acc:HGNC:5413]ull ull 843 0.912833 0.389638 Yes
row_25 HPX hemopexin [Source:HGNC Symbol;Acc:HGNC:5171]null null 845 0.912782 0.401133 Yes
row_26 ZYX zyxin [Source:HGNC Symbol;Acc:HGNC:13200]null null 888 .895665 0.410151 Yes
row_27 MYO1C myosin IC [Source:HGNC Symbol;Acc:HGNC:7597]null null 963 0.867922 0.417052 Yes
row_28 CXCL16 C-X-C motif chemokine ligand 16 [Source:HGNC Symbol;Acc:HGNC:16642]null ul 1012 0.850878 0.425171 Yes
row_29 GBP2 guanylate binding protein 2 [Source:HGNC Symbol;Acc:HGNC:4183]null null 1017 0.849546 0.435701 Yes
row_30 CCL15 C-C motif chemokine ligand 15 [Source:HGNC Symbol;Acc:HGNC:10613]null null 1173 0.797476 0.437243 Yes
row_31 CCL4 C-C motif chemokine ligand 4 [Source:HGNC Symbol;Acc:HGNC:10630]null null 1188 0.792505 0.4465 Yes
row_32 STXBP2 syntaxin binding protein 2 [Source:HGNC Symbol;Acc:HGNC:11445]ull null 1199 0.789309 0.455936 Yes
row_33 CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]1268 0.769097 0.461918 Yes
row_34 PPARG peroxisome proliferator activated receptor gamma [Source:HGNC Symbol;Acc:HGNC:9236]null null 1435 0.72596 0.461948 Yes
row_35 GCH1 GTP cyclohydrolase 1 [Source:HGNC Symbol;Acc:HGNC:4193]null null 1487 0.714308 0.468174 Yes
row_36 NLRC5 NLR family CARD domain containing 5 [Source:HGNC Symbol;Acc:HGNC:29933]null null 1491 0.713122 0.477033 Yes
row_37 ARG1 arginase 1 [Source:HGNC Symbol;Acc:HGNC:663]null null 1600 0. 86015 0.479757 Yes
row_38 MID1 midline 1 [Source:HGNC Symbol;Acc:HGNC:7095]null null 1640 0.67 658 0.486155 Yes
row_39 ACOD1 aconitate decarboxylase 1 [Source:HGNC Symbol;Acc:HGNC:33904]null null 1723 0.655652 0.489929 Yes
row_40 PARP9 poly(ADP-ribose) polymerase family member 9 [Source:HGNC Symbol;Acc:HGNC:24118]null null 1731 0.65416 0.497821 Yes
row_41 PARP14 poly(ADP-ribose) polymerase family member 14 [Source:HGNC Symbol;Acc:HGNC:29232]null null 1779 0.643806 0.503376 Yes
row_42 IRF9 interferon regulatory factor 9 [Source:HGNC Symbol;Acc:HGNC:6131]null null 1854 0.625598 0.50721 Yes
row_43 WAS WASP actin nucleation promoting factor [Source:HGNC Symbol;Acc:HGNC:12731]ull ull 2014 0.592175 0.505934 Yes
row_44 OTOP1 otopetrin 1 [Source:HGNC Symbol;Acc:HGNC:19656]null null 2051 0.585911 0.511363 Yes
row_45 OASL 2'-5'-oligoadenylate synthetase like [Source:HGNC Symbol;Acc:HGNC:8090]null null 2088 0.579083 0.516705 Yes
row_46 GBP5 guanylate binding protein 5 [Source:HGNC Symbol;Acc:HGNC:19895]null null 2112 0.57576 0.522722 Yes
row_47 KYNU kynureninase [Source:HGNC Symbol;Acc:HGNC:6469]null null 2178 0.563875 0.526272 Yes
row_48 PTPN2 protein tyrosine phosphatase non-receptor type 2 [Source:HGNC Symbol;Acc:HGNC:9650]null null 2184 0.563526 0.533127 Yes
row_49 FCGR1A Fc fragment of IgG receptor Ia [Source:HGNC Symbol;Acc:HGNC:3613]null null 2291 0.541426 0.534132 Yes
row_50 HLA-DQB1major histocompatibility complex, class II, DQ beta 1 [Source:HGNC Symbol;Acc:HGNC:4944]null null 2296 0.540244 0.540748 Yes
row_51 IRF5 interferon regulatory factor 5 [Source:HGNC Symbol;Acc:HGNC:6120]null null 2325 0.533587 0.545956 Yes
row_52 AC004551.12'-5'-oligoadenylate synthetase 1 [Source:NCBI gene;Acc:4938]null null 2335 0.532307 0.552195 Yes
row_53 TRIM5 tripartite motif containing 5 [Source:HGNC Symbol;Acc:HGNC:16276]null ull 2413 0.518005 0.554503 Yes
row_54 BST2 bone marrow stromal cell antigen 2 [Source:HGNC Symbol;Acc:HGNC:1119]null nul 2430 0.514922 0.560136 Yes
row_55 ADAMTS13ADAM metallopeptidase with thrombospondin type 1 motif 13 [Source:HGNC Symbol;Acc:HGNC:1366]null null 2557 0.494835 0.559449 Yes
row_56 IRF4 interferon regulatory factor 4 [Source:HGNC Symbol;Acc:HGNC:6119]null null 2672 0.47232 0.559138 Yes
row_57 SYNCRIP synaptotagmin binding cytoplasmic RNA interacting protein [Source:HGNC Symbol;Acc:HGNC:16918]null null 2716 0.464808 0.562648 Yes
row_58 CASP1 caspase 1 [Source:HGNC Symbol;Acc:HGNC:1499]null null 2765 0.457003 0.565783 Yes
row_59 STX4 syntaxin 4 [Source:HGNC Symbol;Acc:HGNC:11439]null null 2768 0.456392 0.571448 Yes
row_60 EPRS glutamyl-prolyl-tRNA synthetase [Source:HGNC Symbol;Acc:HGNC:3418]null null 2808 0.449855 0.57499 Yes
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row_0 C5AR1 complement C5a receptor 1 [Source:HGNC Symbol;Acc:HGNC:1338]ull null 19 2.330684 0.034161 Yes
row_1 CCL7 C-C motif chemokine ligand 7 [Source:HGNC Symbol;Acc:HGNC:10634]null null 25 2.226098 0.067512 Yes
row_2 C3AR1 complement C3a receptor 1 [Source:HGNC Symbol;Acc:HGNC:1319]ull null 37 2.082889 0.09837 Yes
row_3 IL17RA interleukin 17 receptor A [Source:HGNC Symbol;Acc:HGNC:5985]null null 46 1.975286 0.12776 Yes
row_4 IL1B interleukin 1 beta [Source:HGNC Symbol;Acc:HGNC:5992]null null 60 1.861938 0.155179 Yes
row_5 CCL17 C-C motif chemokine ligand 17 [Source:HGNC Symbol;Acc:HGNC:10615]null null 64 1.844272 0.182872 Yes
row_6 EDN1 endothelin 1 [Source:HGNC Symbol;Acc:HGNC:3176]null null 120 1.627358 0.204429 Yes
row_7 DYSF dysferlin [Source:HGNC Symbol;Acc:HGNC:3097]null null 146 1.541121 0.226334 Yes
row_8 PECAM1 platelet and endothelial cell adhesion molecule 1 [Source:HGNC Symbol;Acc:HGNC:8823]null null 155 1.520236 0.248857 Yes
row_9 THBS1 thrombospondin 1 [Source:HGNC Symbol;Acc:HGNC:11785]null null 156 1.519321 0.271808 Yes
row_10 LGALS3 galectin 3 [Source:HGNC Symbol;Acc:HGNC:6563]null null 176 1.477931 0.293087 Yes
row_11 CCL11 C-C motif chemokine ligand 11 [Source:HGNC Symbol;Acc:HGNC:10610]null null 182 1.466987 0.314972 Yes
row_12 CCL2 C-C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10618]null null 210 1.432788 0.33513 Yes
row_13 S100A9 S100 calcium binding protein A9 [Source:HGNC Symbol;Acc:HGNC:10499]null null 339 1.256351 0.347067 Yes
row_14 CCL8 C-C motif chemokine ligand 8 [Source:HGNC Symbol;Acc:HGNC:10635]null null 364 1.224332 0.364241 Yes
row_15 RAC2 Rac family small GTPase 2 [Source:HGNC Symbol;Acc:HGNC:9802]null null 373 1.217005 0.382185 Yes
row_16 C5AR2 complement component 5a receptor 2 [Source:HGNC Symbol;Acc:HGNC:4527]ull null 552 1.058376 0.388382 Yes
row_17 SCG2 secretogranin II [Source:HGNC Symbol;Acc:HGNC:10575]ull null 651 1.002472 0.398134 Yes
row_18 ITGA9 integrin subunit alpha 9 [Source:HGNC Symbol;Acc:HGNC:6145]n ll null 794 0.932624 0.404412 Yes
row_19 CXCL10 C-X-C motif chemokine ligand 10 [Source:HGNC Symbol;Acc:HGNC:10637]null ul 818 0.920907 0.417057 Yes
row_20 S100A8 S100 calcium binding protein A8 [Source:HGNC Symbol;Acc:HGNC:10498]null null 854 0.907847 0.428846 Yes
row_21 PTGER4 prostaglandin E receptor 4 [Source:HGNC Symbol;Acc:HGNC:9596]null null 976 0.864729 0.435253 Yes
row_22 S100A14 S100 calcium binding protein A14 [Source:HGNC Symbol;Acc:HGNC:18901]null null 998 0.855873 0.447026 Yes
row_23 TIRAP TIR domain containing adaptor protein [Source:HGNC Symbol;Acc:HGNC:17192]null null 1025 0.846916 0.458389 Yes
row_24 SLAMF8 SLAM family member 8 [Source:HGNC Symbol;Acc:HGNC:21391]null null 1036 0.84209 0.47055 Yes
row_25 SAA1 serum amyloid A1 [Source:HGNC Symbol;Acc:HGNC:10513]null null 1057 0.834418 .482064 Yes
row_26 CCL15 C-C motif chemokine ligand 15 [Source:HGNC Symbol;Acc:HGNC:10613]null null 1173 0.797476 0.487784 Yes
row_27 CCL4 C-C motif chemokine ligand 4 [Source:HGNC Symbol;Acc:HGNC:10630]null null 1188 0.792505 0.498986 Yes
row_28 CXADR CXADR Ig-like cell adhesion molecule [Source:HGNC Symbol;Acc:HGNC:2559]null null 1229 0.780237 0.508571 Yes
row_29 IL1RN interleukin 1 receptor antagonist [Source:HGNC Symbol;Acc:HGNC:6000]null null 1230 0.779751 0.52035 Yes
row_30 FCER1G Fc fragment of IgE receptor Ig [Source:HGNC Symbol;Acc:HGNC:3611]null null 1253 0.772821 0.530814 Yes
row_31 ITGB2 integrin subunit beta 2 [Source:HGNC Symbol;Acc:HGNC:6155]n ll null 1257 0.772202 0.542313 Yes
row_32 CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]1268 0.769097 0.553381 Yes
row_33 CMKLR1 chemerin chemokine-like receptor 1 [Source:HGNC Symbol;Acc:HGNC:2121]null null 1489 0.714001 0.552066 Yes
row_34 CXCR2 C-X-C motif chemokine receptor 2 [Source:HGNC Symbol;Acc:HGNC:6027]null ull 1571 0.692363 0.558069 Yes
row_35 PDE4B phosphodiesterase 4B [Source:HGNC Symbol;Acc:HGNC:8781]null null 1611 0.683817 0.566253 Yes
row_36 ANXA1 annexin A1 [Source:HGNC Symbol;Acc:HGNC:533]null null 1613 0.683186 0.576518 Yes
row_37 IRAK4 interleukin 1 receptor associated kinase 4 [Source:HGNC Symbol;Acc:HGNC:17967]null null 1693 0.665119 0.58222 Yes
row_38 MCOLN2 mucolipin 2 [Source:HGNC Symbol;Acc:HGNC:13357]null null 1774 0.644401 0.587554 Yes
row_39 PREX1 phosphatidylinositol-3,4,5-trisphosphate dependent Rac exchange factor 1 [Source:HGNC Symbol;Acc:HGNC:32594]null null 1890 0.616955 0.590548 Yes
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row_96 KCNC1 potassium voltage-gated channel subfamily C member 1 [Source:HGNC Symbol;Acc:HGNC:6233]nu l null 14891 -0.39665 -0.46204 Yes
row_97 SLITRK3 SLIT and NTRK like family member 3 [Source:HGNC Symbol;Acc:HGNC:23501]null null 14910 -0.3989 -0.45802 Yes
row_98 GPM6A glycoprotein M6A [Source:HGNC Symbol;Acc:HGNC:4460]ull null 14935 -0.40168 -0.45429 Yes
row_99 SYT11 synaptotagmin 11 [Source:HGNC Symbol;Acc:HGNC:19239]null null 14973 -0.40531 -0.45124 Yes
row_100 ABHD6 abhydrolase domain containing 6 [Source:HGNC Symbol;Acc:HGNC:21398]null null 15009 -0.40878 -0.44804 Yes
row_101 CHRNA10 cholinergic receptor nicotinic alpha 10 subunit [Source:HGNC Symbol;Acc:HGNC:13800]null null 5022 -0.40956 -0.44355 Yes
row_102 HTR2A 5-hydroxytryptamine receptor 2A [Source:HGNC Symbol;Acc:HGNC:5293]null null 15239 -0.4327 -0.45003 Yes
row_103 DRD2 dopamine receptor D2 [Source:HGNC Symbol;Acc:HGNC:3023]null null 15257 -0.43456 -0.44551 Yes
row_104 GABRB2 gamma-aminobutyric acid type A receptor beta2 subunit [Source:HGNC Symbol;Acc:HGNC:4082]null null 15259 -0.43464 -0.44011 Yes
row_105 GRIA1 glutamate ionotropic receptor AMPA type subunit 1 [Source:HGNC Symbol;Acc:HGNC:4571]null null 15267 -0.43595 -0.43501 Yes
row_106 CLSTN3 calsyntenin 3 [Source:HGNC Symbol;Acc:HGNC:18371]null null 15344 -0.44656 -0.4336 Yes
row_107 GHSR growth hormone secretagogue receptor [Source:HGNC Symbol;Acc:HGNC:4267]null null 15413 -0.45521 -0.43163 Yes
row_108 LRRTM3 leucine rich repeat transmembrane neuronal 3 [Source:HGNC Symbol;Acc:HGNC:19410]null null 15423 -0.45634 -0.42639 Yes
row_109 SHISA7 shisa family member 7 [Source:HGNC Symbol;Acc:HGNC:35409]null null 15455 -0.45966 -0.42233 Yes
row_110 GABRA1 gamma-aminobutyric acid type A receptor alpha1 subunit [Source:HGNC Symbol;Acc:HGNC:4075]null null 15468 -0.46131 -0.41719 Yes
row_111 CHRM1 cholinergic receptor muscarinic 1 [Source:HGNC Symbol;Acc:HGNC:1950]null n ll 15481 -0.46229 -0.41205 Yes
row_112 CNTN2 contactin 2 [Source:HGNC Symbol;Acc:HGNC:2172]null null 15571 -0.47391 -0.411 Yes
row_113 LRRC4B leucine rich repeat containing 4B [Source:HGNC Symbol;Acc:HGNC:25042]null ull 15593 -0.47729 -0.40616 Yes
row_114 SLC1A2 solute carrier family 1 member 2 [Source:HGNC Symbol;Acc:HGNC:10940]null null 15601 -0.47851 -0.40054 Yes
row_115 NETO1 neuropilin and tolloid like 1 [Source:HGNC Symbol;Acc:HGNC:13823]null null 15744 -0.49644 -0.40213 Yes
row_116 KCNJ3 potassium voltage-gated channel subfamily J member 3 [Source:HGNC Symbol;Acc:HGNC:6264]nu l null 15760 -0.49939 -0.39669 Yes
row_117 ATP2B1 ATPase plasma membrane Ca2+ transporting 1 [Source:HGNC Symbol;Acc:HGNC:814]null null 15956 -0.52714 -0.40082 Yes
row_118 CNIH2 cornichon family AMPA receptor auxiliary protein 2 [Source:HGNC Symbol;Acc:HGNC:28744]null null 15966 -0.528 6 -0.39468 Yes
row_119 GABRA5 gamma-aminobutyric acid type A receptor alpha5 subunit [Source:HGNC Symbol;Acc:HGNC:4079]null null 15967 -0.52836 -0.38804 Yes
row_120 OPRK1 opioid receptor kappa 1 [Source:HGNC Symbol;Acc:HGNC:8154]null null 16000 -0.53359 -0.3831 Yes
row_121 CACNG4 calcium voltage-gated channel auxiliary subunit gamma 4 [Source:HGNC Symbol;Acc:HGNC:1408]null null 16057 -0.54311 -0.37937 Yes
row_122 GABRA3 gamma-aminobutyric acid type A receptor alpha3 subunit [Source:HGNC Symbol;Acc:HGNC:4077]null null 16065 -0.54384 -0.37292 Yes
row_123 KCNA2 potassium voltage-gated channel subfamily A member 2 [Source:HGNC Symbol;Acc:HGNC:6220]nu l null 16154 -0.55496 -0.3708 Yes
row_124 EFNB2 ephrin B2 [Source:HGNC Symbol;Acc:HGNC:3227]null null 16229 -0.56519 -0.36778 Yes
row_125 GRID2 glutamate ionotropic receptor delta type subunit 2 [Source:HGNC Symbol;Acc:HGNC:4576]null null 16278 -0.57381 -0.36322 Yes
row_126 OPRD1 opioid receptor delta 1 [Source:HGNC Symbol;Acc:HGNC:8153]null null 16424 -0.59458 -0.36375 Yes
row_127 SCN2A sodium voltage-gated channel alpha subunit 2 [Source:HGNC Symbol;Acc:HGNC:10588]null null 16430 -0.59573 -0.35654 Yes
row_128 GRIN2A glutamate ionotropic receptor NMDA type subunit 2A [Source:HGNC Symbol;Acc:HGNC:4585]null null 16587 -0.62515 -0.35729 Yes
row_129 GRM2 glutamate metabotropic receptor 2 [Source:HGNC Symbol;Acc:HGNC:4594]null null 16672 -0.63963 -0.35389 Yes
row_130 ADCY8 adenylate cyclase 8 [Source:HGNC Symbol;Acc:HGNC:239]nul null 16705 -0.64483 -0.34755 Yes
row_131 EFNB3 ephrin B3 [Source:HGNC Symbol;Acc:HGNC:3228]null null 16746 -0.65199 -0.34157 Yes
row_132 DRD3 dopamine receptor D3 [Source:HGNC Symbol;Acc:HGNC:3024]null null 16793 -0.66304 -0. 3578 Yes
row_133 FLOT2 flotillin 2 [Source:HGNC Symbol;Acc:HGNC:3758]null null 16915 -0.69173 -0.33376 Yes
row_134 CDH10 cadherin 10 [Source:HGNC Symbol;Acc:HGNC:1749]null null 16973 -0.70548 -0.32804 Yes
row_135 ADAM23 ADAM metallopeptidase domain 23 [Source:HGNC Symbol;Acc:HGNC:202]null null 16975 -0.70631 -0.31922 Yes
row_136 CNTNAP4 contactin associated protein like 4 [Source:HGNC Symbol;Acc:HGNC:18747]null null 17018 -0.71709 -0.31253 Yes
row_137 PTPRO protein tyrosine phosphatase receptor type O [Source:HGNC Symbol;Acc:HGNC:9678]null null 17086 -0.73192 -0.30703 Yes
row_138 ADAM22 ADAM metallopeptidase domain 22 [Source:HGNC Symbol;Acc:HGNC:201]null null 17095 -0.73396 -0.29825 Yes
row_139 NLGN3 neuroligin 3 [Source:HGNC Symbol;Acc:HGNC:14289]null null 17113 -0.73 -0.2899 Yes
row_140 ERBB4 erb-b2 receptor tyrosine kinase 4 [Source:HGNC Symbol;Acc:HGNC:3432]null null 17138 -0.74522 -0.28186 Yes
row_141 NECTIN3 nectin cell adhesion molecule 3 [Source:HGNC Symbol;Acc:HGNC:17664]null null 17163 -0.74919 -0.27378 Yes
row_142 CHRM3 cholinergic receptor muscarinic 3 [Source:HGNC Symbol;Acc:HGNC:1952]null n ll 17254 -0.77643 -0.26899 Yes
row_143 CANX calnexin [Source:HGNC Symbol;Acc:HGNC:1473]n ll null 17347 -0.80228 -0.26398 Yes
row_144 NRCAM neuronal cell adhesion molecule [Source:HGNC Symbol;Acc:HGNC:7994]null ull 17392 -0.82108 -0.25609 Yes
row_145 CNTN6 contactin 6 [Source:HGNC Symbol;Acc:HGNC:2176]null null 17396 -0.82358 -0.24591 Yes
row_146 KCND2 potassium voltage-gated channel subfamily D member 2 [Source:HGNC Symbol;Acc:HGNC:6238]nu l null 17444 -0.83789 -0.23797 Yes
row_147 ADCY1 adenylate cyclase 1 [Source:HGNC Symbol;Acc:HGNC:232]nul null 17581 -0.88592 -0.23435 Yes
row_148 GABRG3 gamma-aminobutyric acid type A receptor gamma3 subunit [Source:HGNC Symbol;Acc:HGNC:4088]null null 17598 -0.89153 -0.22403 Yes
row_149 CSPG5 chondroitin sulfate proteoglycan 5 [Source:HGNC Symbol;Acc:HGNC:2467]null null 17610 -0.89841 -0.21335 Yes
row_150 PRRT1 proline rich transmembrane protein 1 [Source:HGNC Symbol;Acc:HGNC:13943]null null 7631 -0.91374 -0.20297 Yes
row_151 KCNJ9 potassium voltage-gated channel subfamily J member 9 [Source:HGNC Symbol;Acc:HGNC:6270]nu l null 17781 -0.98321 -0.19884 Yes
row_152 CNTN1 contactin 1 [Source:HGNC Symbol;Acc:HGNC:2171]null null 17826 -1.01613 -0.1885 Yes
row_153 EPHB2 EPH receptor B2 [Source:HGNC Symbol;Acc:HGNC:3393]null null 17846 -1.02837 -0.17662 Yes
row_154 NRXN1 neurexin 1 [Source:HGNC Symbol;Acc:HGNC:8008]null null 17886 -1. 5383 -0.16554 Yes
row_155 LRRTM1 leucine rich repeat transmembrane neuronal 1 [Source:HGNC Symbol;Acc:HGNC:19408]null null 17912 - .06825 -0.15349 Yes
row_156 CHRM2 cholinergic receptor muscarinic 2 [Source:HGNC Symbol;Acc:HGNC:1951]null n ll 17969 -1.11014 -0.14263 Yes
row_157 NTNG1 netrin G1 [Source:HGNC Symbol;Acc:HGNC:23319]null null 18063 -1.2 626 -0.13248 Yes
row_158 SLC6A11 solute carrier family 6 member 11 [Source:HGNC Symbol;Acc:HGNC:11044]null null 18070 -1.22751 -0.11739 Yes
row_159 CNTN5 contactin 5 [Source:HGNC Symbol;Acc:HGNC:2175]null null 18072 -1.22908 -0.10201 Yes
row_160 DCC DCC netrin 1 receptor [Source:HGNC Symbol;Acc:HGNC:2701]ABCC6 ATP binding cassette subfamily C member 6 [Source:HGNC Symbol;Acc:HGNC:57]18109 -1.2695 -0.08804 Yes
row_161 OPRM1 opioid receptor mu 1 [Source:HGNC Symbol;Acc:HGNC:8156]null null 18185 -1.40402 -0.07454 Yes
row_162 SHISA9 shisa family member 9 [Source:HGNC Symbol;Acc:HGNC:37231]null null 18189 -1.4139 -0.05694 Yes
row_163 GRM3 glutamate metabotropic receptor 3 [Source:HGNC Symbol;Acc:HGNC:4595]null null 18202 -1.45584 -0.03931 Yes
row_164 HTR1B 5-hydroxytryptamine receptor 1B [Source:HGNC Symbol;Acc:HGNC:5287]null null 18218 -1.51031 -0.02116 Yes
row_165 GABRD gamma-aminobutyric acid type A receptor delta subunit [Source:HGNC Symbol;Acc:HGNC:4084]null null 18272 -2.00922 0.001158 Yes
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row_45 CDH9 cadherin 9 [Source:HGNC Symbol;Acc:HGNC:1768]null null 14523 -0.3 159 -0.48574 Yes
row_46 CNR1 cannabinoid receptor 1 [Source:HGNC Symbol;Acc:HGNC:2159]null null 14526 -0.36205 -0.47712 Yes
row_47 ATP2B4 ATPase plasma membrane Ca2+ transporting 4 [Source:HGNC Symbol;Acc:HGNC:817]null null 14658 -0.37549 -0.47526 Yes
row_48 KCNC1 potassium voltage-gated channel subfamily C member 1 [Source:HGNC Symbol;Acc:HGNC:6233]nu l null 14891 -0.39665 -0.47844 Yes
row_49 GPM6A glycoprotein M6A [Source:HGNC Symbol;Acc:HGNC:4460]ull null 14935 -0.40168 -0.47111 Yes
row_50 SYT11 synaptotagmin 11 [Source:HGNC Symbol;Acc:HGNC:19239]null null 14973 -0.40531 -0.46337 Yes
row_51 HTR2A 5-hydroxytryptamine receptor 2A [Source:HGNC Symbol;Acc:HGNC:5293]null null 15239 -0.4327 -0.46749 Yes
row_52 DRD2 dopamine receptor D2 [Source:HGNC Symbol;Acc:HGNC:3023]null null 15257 -0.43456 -0.45795 Yes
row_53 CHRM1 cholinergic receptor muscarinic 1 [Source:HGNC Symbol;Acc:HGNC:1950]null n ll 15481 -0.46229 -0.45905 Yes
row_54 SLC1A2 solute carrier family 1 member 2 [Source:HGNC Symbol;Acc:HGNC:10940]null null 15601 -0.47851 -0.45405 Yes
row_55 KCNJ3 potassium voltage-gated channel subfamily J member 3 [Source:HGNC Symbol;Acc:HGNC:6264]nu l null 15760 -0.49939 -0.45069 Yes
row_56 ATP2B1 ATPase plasma membrane Ca2+ transporting 1 [Source:HGNC Symbol;Acc:HGNC:814]null null 15956 -0.52714 -0.44869 Yes
row_57 GABRA5 gamma-aminobutyric acid type A receptor alpha5 subunit [Source:HGNC Symbol;Acc:HGNC:4079]null null 15967 -0.52836 -0.4365 Yes
row_58 OPRK1 opioid receptor kappa 1 [Source:HGNC Symbol;Acc:HGNC:8154]null null 16000 -0.53359 -0.42539 Yes
row_59 KCNA2 potassium voltage-gated channel subfamily A member 2 [Source:HGNC Symbol;Acc:HGNC:6220]nu l null 16154 -0.55496 -0.42041 Yes
row_60 EFNB2 ephrin B2 [Source:HGNC Symbol;Acc:HGNC:3227]null null 16229 -0.56519 -0.41085 Yes
row_61 OPRD1 opioid receptor delta 1 [Source:HGNC Symbol;Acc:HGNC:8153]null null 16424 -0.59458 -0.40717 Yes
row_62 SCN2A sodium voltage-gated channel alpha subunit 2 [Source:HGNC Symbol;Acc:HGNC:10588]null null 16430 -0.59573 -0.39308 Yes
row_63 ADCY8 adenylate cyclase 8 [Source:HGNC Symbol;Acc:HGNC:239]nul null 16705 -0.64483 -0.39258 Yes
row_64 EFNB3 ephrin B3 [Source:HGNC Symbol;Acc:HGNC:3228]null null 16746 -0.65199 -0.37906 Yes
row_65 FLOT2 flotillin 2 [Source:HGNC Symbol;Acc:HGNC:3758]null null 16915 -0.69173 -0.37161 Yes
row_66 CDH10 cadherin 10 [Source:HGNC Symbol;Acc:HGNC:1749]null null 16973 -0.70548 -0.35773 Yes
row_67 ADAM23 ADAM metallopeptidase domain 23 [Source:HGNC Symbol;Acc:HGNC:202]null null 16975 -0.70631 -0.34075 Yes
row_68 CNTNAP4 contactin associated protein like 4 [Source:HGNC Symbol;Acc:HGNC:18747]null null 17018 -0.71709 -0.32577 Yes
row_69 ERBB4 erb-b2 receptor tyrosine kinase 4 [Source:HGNC Symbol;Acc:HGNC:3432]null null 17138 -0.74522 -0.31434 Yes
row_70 CHRM3 cholinergic receptor muscarinic 3 [Source:HGNC Symbol;Acc:HGNC:1952]null n ll 17254 -0.77643 -0.30194 Yes
row_71 CANX calnexin [Source:HGNC Symbol;Acc:HGNC:1473]n ll null 17347 -0.80228 -0.28765 Yes
row_72 CNTN6 contactin 6 [Source:HGNC Symbol;Acc:HGNC:2176]null null 17396 -0.82358 -0.27043 Yes
row_73 KCNJ9 potassium voltage-gated channel subfamily J member 9 [Source:HGNC Symbol;Acc:HGNC:6270]nu l null 17781 -0.98321 -0.26781 Yes
row_74 CNTN1 contactin 1 [Source:HGNC Symbol;Acc:HGNC:2171]null null 17826 -1.01613 -0.24573 Yes
row_75 EPHB2 EPH receptor B2 [Source:HGNC Symbol;Acc:HGNC:3393]null null 17846 -1.02837 -0.22198 Yes
row_76 NRXN1 neurexin 1 [Source:HGNC Symbol;Acc:HGNC:8008]null null 17886 -1. 5383 -0.19871 Yes
row_77 CHRM2 cholinergic receptor muscarinic 2 [Source:HGNC Symbol;Acc:HGNC:1951]null n ll 17969 -1.11014 -0.17645 Yes
row_78 NTNG1 netrin G1 [Source:HGNC Symbol;Acc:HGNC:23319]null null 18063 -1.2 626 -0.15223 Yes
row_79 SLC6A11 solute carrier family 6 member 11 [Source:HGNC Symbol;Acc:HGNC:11044]null null 18070 -1.22751 -0.12297 Yes
row_80 CNTN5 contactin 5 [Source:HGNC Symbol;Acc:HGNC:2175]null null 18072 -1.22908 -0.09339 Yes
row_81 OPRM1 opioid receptor mu 1 [Source:HGNC Symbol;Acc:HGNC:8156]null null 18185 -1.40402 -0.06569 Yes
row_82 GRM3 glutamate metabotropic receptor 3 [Source:HGNC Symbol;Acc:HGNC:4595]null null 18202 -1.45584 -0.03147 Yes
row_83 HTR1B 5-hydroxytryptamine receptor 1B [Source:HGNC Symbol;Acc:HGNC:5287]null null 18218 -1.51031 0.004119 Yes
NAME PROBE DESCRIPTION<br>(from dataset)GENE SYMBOLGENE_TITLERANK IN GENE LISTRANK METRIC SCORERUNNING SCORE ENRICHMENT
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NAME PROBE DESCRIPTION<br>(from dataset)GENE SYMBOLGENE_TITLERANK IN GENE LISTRANK METRIC SCORERUNNING SCORE ENRICHMENT
row_71 SYNJ2BP synaptojanin 2 binding protein [Source:HGNC Symbol;Acc:HGNC:18955]null null 14893 -0.39688 -0.39462 Yes
row_72 SLITRK3 SLIT and NTRK like family member 3 [Source:HGNC Symbol;Acc:HGNC:23501]null null 14910 -0.3989 -0.38764 Yes
row_73 CHRNA10 cholinergic receptor nicotinic alpha 10 subunit [Source:HGNC Symbol;Acc:HGNC:13800]null null 5022 -0.40956 -0.38567 Yes
row_74 RAPSN receptor associated protein of the synapse [Source:HGNC Symbol;Acc:HGNC:9863]null null 15164 -0.42561 -0.38504 Yes
row_75 GABRB2 gamma-aminobutyric acid type A receptor beta2 subunit [Source:HGNC Symbol;Acc:HGNC:4082]null null 15259 -0.43464 -0.38164 Yes
row_76 GRIA1 glutamate ionotropic receptor AMPA type subunit 1 [Source:HGNC Symbol;Acc:HGNC:4571]null null 15267 -0.43595 -0.37343 Yes
row_77 CLSTN3 calsyntenin 3 [Source:HGNC Symbol;Acc:HGNC:18371]null null 15344 -0.44656 -0.36881 Yes
row_78 LRRTM3 leucine rich repeat transmembrane neuronal 3 [Source:HGNC Symbol;Acc:HGNC:19410]null null 15423 -0.45634 -0.36411 Yes
row_79 SHISA7 shisa family member 7 [Source:HGNC Symbol;Acc:HGNC:35409]null null 15455 -0.45966 -0.35675 Yes
row_80 GABRA1 gamma-aminobutyric acid type A receptor alpha1 subunit [Source:HGNC Symbol;Acc:HGNC:4075]null null 15468 -0.46131 -0.34832 Yes
row_81 CHRM1 cholinergic receptor muscarinic 1 [Source:HGNC Symbol;Acc:HGNC:1950]null n ll 15481 -0.46229 -0.33986 Yes
row_82 LRRC4B leucine rich repeat containing 4B [Source:HGNC Symbol;Acc:HGNC:25042]null ull 15593 -0.47729 -0.33656 Yes
row_83 NETO1 neuropilin and tolloid like 1 [Source:HGNC Symbol;Acc:HGNC:13823]null null 15744 -0.49644 -0.33503 Yes
row_84 AKAP9 A-kinase anchoring protein 9 [Source:HGNC Symbol;Acc:HGNC:379]ull null 15816 -0.50696 -0.32894 Yes
row_85 CNIH2 cornichon family AMPA receptor auxiliary protein 2 [Source:HGNC Symbol;Acc:HGNC:28744]null null 15966 -0.528 6 -0.32672 Yes
row_86 GABRA5 gamma-aminobutyric acid type A receptor alpha5 subunit [Source:HGNC Symbol;Acc:HGNC:4079]null null 15967 -0.52836 -0.31631 Yes
row_87 ATP2B2 ATPase plasma membrane Ca2+ transporting 2 [Source:HGNC Symbol;Acc:HGNC:815]null null 16003 -0.53431 -0.3077 Yes
row_88 CACNG4 calcium voltage-gated channel auxiliary subunit gamma 4 [Source:HGNC Symbol;Acc:HGNC:1408]null null 16057 -0.54311 -0.29991 Yes
row_89 GABRA3 gamma-aminobutyric acid type A receptor alpha3 subunit [Source:HGNC Symbol;Acc:HGNC:4077]null null 16065 -0.54384 -0.28958 Yes
row_90 EFNB2 ephrin B2 [Source:HGNC Symbol;Acc:HGNC:3227]null null 16229 -0.56519 -0.2874 Yes
row_91 GRID2 glutamate ionotropic receptor delta type subunit 2 [Source:HGNC Symbol;Acc:HGNC:4576]null null 16278 -0.57381 -0.27873 Yes
row_92 GRM1 glutamate metabotropic receptor 1 [Source:HGNC Symbol;Acc:HGNC:4593]null null 16289 -0.57458 -0.26796 Yes
row_93 GRIN2B glutamate ionotropic receptor NMDA type subunit 2B [Source:HGNC Symbol;Acc:HGNC:4586]null null 16290 -0.57482 -0.25663 Yes
row_94 OPRD1 opioid receptor delta 1 [Source:HGNC Symbol;Acc:HGNC:8153]null null 16424 -0.59458 -0.25222 Yes
row_95 GRIN2A glutamate ionotropic receptor NMDA type subunit 2A [Source:HGNC Symbol;Acc:HGNC:4585]null null 16587 -0.62515 -0.24881 Yes
row_96 EFNB3 ephrin B3 [Source:HGNC Symbol;Acc:HGNC:3228]null null 16746 -0.65199 -0.24465 Yes
row_97 DRD3 dopamine receptor D3 [Source:HGNC Symbol;Acc:HGNC:3024]null null 16793 -0.66304 -0.23411 Yes
row_98 CDH10 cadherin 10 [Source:HGNC Symbol;Acc:HGNC:1749]null null 16973 -0.70548 -0.23005 Yes
row_99 PTPRO protein tyrosine phosphatase receptor type O [Source:HGNC Symbol;Acc:HGNC:9678]null null 17086 -0.73192 -0.22178 Yes
row_100 ADAM22 ADAM metallopeptidase domain 22 [Source:HGNC Symbol;Acc:HGNC:201]null null 17095 -0.73396 -0.20776 Yes
row_101 ERBB4 erb-b2 receptor tyrosine kinase 4 [Source:HGNC Symbol;Acc:HGNC:3432]null null 17138 -0.74522 -0.19538 Yes
row_102 NECTIN3 nectin cell adhesion molecule 3 [Source:HGNC Symbol;Acc:HGNC:17664]null null 17163 -0.74919 -0.18193 Yes
row_103 CHRM3 cholinergic receptor muscarinic 3 [Source:HGNC Symbol;Acc:HGNC:1952]null n ll 17254 -0.77643 -0.17158 Yes
row_104 NRCAM neuronal cell adhesion molecule [Source:HGNC Symbol;Acc:HGNC:7994]null ull 17392 -0.82108 -0.16293 Yes
row_105 KCND2 potassium voltage-gated channel subfamily D member 2 [Source:HGNC Symbol;Acc:HGNC:6238]nu l null 17444 -0.83789 -0.14922 Yes
row_106 ADCY1 adenylate cyclase 1 [Source:HGNC Symbol;Acc:HGNC:232]nul null 17581 -0.88592 -0.13924 Yes
row_107 ACTN2 actinin alpha 2 [Source:HGNC Symbol;Acc:HGNC:164]null null 17617 -0.90236 -0.12337 Yes
row_108 LIN7A lin-7 homolog A, crumbs cell polarity complex component [Source:HGNC Symbol;Acc:HGNC:17787]null null 17820 -1.01263 -0.11452 Yes
row_109 GRIA2 glutamate ionotropic receptor AMPA type subunit 2 [Source:HGNC Symbol;Acc:HGNC:4572]null null 17860 -1.04012 -0.09617 Yes
row_110 LRRTM1 leucine rich repeat transmembrane neuronal 1 [Source:HGNC Symbol;Acc:HGNC:19408]null null 17912 - .06825 -0.07792 Yes
row_111 GRM5 glutamate metabotropic receptor 5 [Source:HGNC Symbol;Acc:HGNC:4597]null null 17964 -1.10598 -0.05892 Yes
row_112 LIN7B lin-7 homolog B, crumbs cell polarity complex component [Source:HGNC Symbol;Acc:HGNC:17788]null null 18059 -1.21549 -0.04013 Yes
row_113 DCC DCC netrin 1 receptor [Source:HGNC Symbol;Acc:HGNC:2701]ABCC6 ATP binding cassette subfamily C member 6 [Source:HGNC Symbol;Acc:HGNC:57]18109 -1.2695 -0.0178 Yes



























NAME PROBE DESCRIPTION<br>(from dataset)GENE SYMBOLGENE_TITLERANK IN GENE LISTRANK METRIC SCORERUNNING SCORE ENRICHMENT
row_247 DNM1L dynamin 1 like [Source:HGNC Symbol;Acc:HGNC:2973]null null 14815 -0.39094 -0.36871 Yes
row_248 GABRB3 gamma-aminobutyric acid type A receptor beta3 subunit [Source:HGNC Symbol;Acc:HGNC:4083]null null 14827 -0.39145 -0.36707 Yes
row_249 STRN striatin [Source:HGNC Symbol;Acc:HGNC:11424]null null 14836 -0.3923 -0.36526 Yes
row_250 GAD2 glutamate decarboxylase 2 [Source:HGNC Symbol;Acc:HGNC:4093]null null 14870 -0.39564 -0.36482 Yes
row_251 KCNC1 potassium voltage-gated channel subfamily C member 1 [Source:HGNC Symbol;Acc:HGNC:6233]nu l null 14891 -0.39665 -0.36365 Yes
row_252 SYNJ2BP synaptojanin 2 binding protein [Source:HGNC Symbol;Acc:HGNC:18955]null null 14893 -0.39688 -0.36142 Yes
row_253 SLITRK3 SLIT and NTRK like family member 3 [Source:HGNC Symbol;Acc:HGNC:23501]null null 14910 -0.3989 -0.36002 Yes
row_254 GPM6A glycoprotein M6A [Source:HGNC Symbol;Acc:HGNC:4460]ull null 14935 -0.40168 -0.35905 Yes
row_255 SYT11 synaptotagmin 11 [Source:HGNC Symbol;Acc:HGNC:19239]null null 14973 -0.40531 -0.35878 Yes
row_256 ABHD6 abhydrolase domain containing 6 [Source:HGNC Symbol;Acc:HGNC:21398]null null 15009 -0.40878 -0.35838 Yes
row_257 CHRNA10 cholinergic receptor nicotinic alpha 10 subunit [Source:HGNC Symbol;Acc:HGNC:13800]null null 5022 -0.40956 -0.35669 Yes
row_258 GLRA3 glycine receptor alpha 3 [Source:HGNC Symbol;Acc:HGNC:4328]null null 15027 -0.40973 -0.35456 Yes
row_259 SRGAP2 SLIT-ROBO Rho GTPase activating protein 2 [Source:HGNC Symbol;Acc:HGNC:19751]null null 15043 -0.41098 -0.35303 Yes
row_260 RAPSN receptor associated protein of the synapse [Source:HGNC Symbol;Acc:HGNC:9863]null null 15164 -0.42561 -0.35728 Yes
row_261 HTR2A 5-hydroxytryptamine receptor 2A [Source:HGNC Symbol;Acc:HGNC:5293]null null 15239 -0.4327 -0.35892 Yes
row_262 MAGEE1 MAGE family member E1 [Source:HGNC Symbol;Acc:HGNC:24934]null null 15243 -0.43315 -0.35659 Yes
row_263 DRD2 dopamine receptor D2 [Source:HGNC Symbol;Acc:HGNC:3023]null null 15257 -0.43456 -0. 5482 Yes
row_264 GABRB2 gamma-aminobutyric acid type A receptor beta2 subunit [Source:HGNC Symbol;Acc:HGNC:4082]null null 15259 -0.43464 -0.35237 Yes
row_265 GRIA1 glutamate ionotropic receptor AMPA type subunit 1 [Source:HGNC Symbol;Acc:HGNC:4571]null null 15267 -0.43595 -0.35025 Yes
row_266 PTEN phosphatase and tensin homolog [Source:HGNC Symbol;Acc:HGNC:9588]null null 15339 -0.44627 -0.35165 Yes
row_267 CLSTN3 calsyntenin 3 [Source:HGNC Symbol;Acc:HGNC:18371]null null 15344 -0.44656 -0.3493 Yes
row_268 STX2 syntaxin 2 [Source:HGNC Symbol;Acc:HGNC:3403]null null 15353 -0.44739 -0.34717 Yes
row_269 ADAM10 ADAM metallopeptidase domain 10 [Source:HGNC Symbol;Acc:HGNC:188]null null 15401 -0.45445 -0.34718 Yes
row_270 EXOC3 exocyst complex component 3 [Source:HGNC Symbol;Acc:HGNC:30378]nul null 15407 -0.45471 -0.34484 Yes
row_271 GHSR growth hormone secretagogue receptor [Source:HGNC Symbol;Acc:HGNC:4267]null null 15413 -0.45521 -0.3425 Yes
row_272 GRIK1 glutamate ionotropic receptor kainate type subunit 1 [Source:HGNC Symbol;Acc:HGNC:4579]null null 15419 -0.45585 -0.34015 Yes
row_273 LRRTM3 leucine rich repeat transmembrane neuronal 3 [Source:HGNC Symbol;Acc:HGNC:19410]null null 15423 -0.45634 -0.3377 Yes
row_274 SHISA7 shisa family member 7 [Source:HGNC Symbol;Acc:HGNC:35409]null null 15455 -0.45966 -0.33678 Yes
row_275 GABRA1 gamma-aminobutyric acid type A receptor alpha1 subunit [Source:HGNC Symbol;Acc:HGNC:4075]null null 15468 -0.46131 -0.33479 Yes
row_276 CHRNB3 cholinergic receptor nicotinic beta 3 subunit [Source:HGNC Symbol;Acc:HGNC:1963]null null 15480 -0.46228 -0.33275 Yes
row_277 CHRM1 cholinergic receptor muscarinic 1 [Source:HGNC Symbol;Acc:HGNC:1950]null n ll 15481 -0.46229 -0.33009 Yes
row_278 RIMS1 regulating synaptic membrane exocytosis 1 [Source:HGNC Symbol;Acc:HGNC:17282]null null 15503 -0.46497 -0.32858 Yes
row_279 SYT1 synaptotagmin 1 [Source:HGNC Symbol;Acc:HGNC:11509]null null 15542 -0.47022 -0.328 Yes
row_280 UNC13A unc-13 homolog A [Source:HGNC Symbol;Acc:HGNC:23150]nu l n ll 15546 -0.47045 -0.32546 Yes
row_281 NRGN neurogranin [Source:HGNC Symbol;Acc:HGNC:8000]ull null 15560 -0.47221 -0.32346 Yes
row_282 CNTN2 contactin 2 [Source:HGNC Symbol;Acc:HGNC:2172]null null 15571 -0.47391 -0.32129 Yes
row_283 LRRC4B leucine rich repeat containing 4B [Source:HGNC Symbol;Acc:HGNC:25042]null ull 15593 -0.47729 -0.31972 Yes
row_284 SLC1A2 solute carrier family 1 member 2 [Source:HGNC Symbol;Acc:HGNC:10940]null null 15601 -0.47851 -0.31735 Yes
row_285 GABRA6 gamma-aminobutyric acid type A receptor alpha6 subunit [Source:HGNC Symbol;Acc:HGNC:4080]null null 15738 -0.49593 -0.32209 Yes
row_286 NETO1 neuropilin and tolloid like 1 [Source:HGNC Symbol;Acc:HGNC:13823]null null 15744 -0.49644 -0.3195 Yes
row_287 KCNJ3 potassium voltage-gated channel subfamily J member 3 [Source:HGNC Symbol;Acc:HGNC:6264]nu l null 15760 -0.49939 -0.31748 Yes
row_288 AKAP9 A-kinase anchoring protein 9 [Source:HGNC Symbol;Acc:HGNC:379]ull null 15816 -0.50696 -0.31763 Yes
row_289 SSPN sarcospan [Source:HGNC Symbol;Acc:HGNC:11322]null null 15868 -0.51444 -0.31751 Yes
row_290 ANK2 ankyrin 2 [Source:HGNC Symbol;Acc:HGNC:493]null null 15942 -0.52499 -0.31857 Yes
row_291 ATP2B1 ATPase plasma membrane Ca2+ transporting 1 [Source:HGNC Symbol;Acc:HGNC:814]null null 15956 -0.52714 -0.31626 Yes
row_292 CNIH2 cornichon family AMPA receptor auxiliary protein 2 [Source:HGNC Symbol;Acc:HGNC:28744]null null 15966 -0.528 6 -0.31372 Yes
row_293 GABRA5 gamma-aminobutyric acid type A receptor alpha5 subunit [Source:HGNC Symbol;Acc:HGNC:4079]null null 15967 -0.52836 -0.31068 Yes
row_294 ATP2B2 ATPase plasma membrane Ca2+ transporting 2 [Source:HGNC Symbol;Acc:HGNC:815]null null 16003 -0.53431 -0.30956 Yes
row_295 UTRN utrophin [Source:HGNC Symbol;Acc:HGNC:12635]n ll null 16023 -0.53624 -0.30753 Yes
row_296 CACNG4 calcium voltage-gated channel auxiliary subunit gamma 4 [Source:HGNC Symbol;Acc:HGNC:1408]null null 16057 -0.54311 -0.30625 Yes
row_297 GABRA3 gamma-aminobutyric acid type A receptor alpha3 subunit [Source:HGNC Symbol;Acc:HGNC:4077]null null 16065 -0.54384 -0.30351 Yes
row_298 FCHO2 FCH domain only 2 [Source:HGNC Symbol;Acc:HGNC:25180]null n ll 16122 -0.55126 -0.3 346 Yes
row_299 KCNA2 potassium voltage-gated channel subfamily A member 2 [Source:HGNC Symbol;Acc:HGNC:6220]nu l null 16154 -0.55496 -0.30199 Yes
row_300 EFNB2 ephrin B2 [Source:HGNC Symbol;Acc:HGNC:3227]null null 16229 -0.56519 -0.30287 Yes
row_301 GRID2 glutamate ionotropic receptor delta type subunit 2 [Source:HGNC Symbol;Acc:HGNC:4576]null null 16278 -0.57381 -0.30225 Yes
row_302 GRM1 glutamate metabotropic receptor 1 [Source:HGNC Symbol;Acc:HGNC:4593]null null 16289 -0.57458 -0.2995 Yes
row_303 GRIN2B glutamate ionotropic receptor NMDA type subunit 2B [Source:HGNC Symbol;Acc:HGNC:4586]null null 16290 -0.57482 -0.29619 Yes
row_304 KCTD8 potassium channel tetramerization domain containing 8 [Source:HGNC Symbol;Acc:HGNC:22394]null null 16388 -0.58826 -0.29822 Yes
row_305 DDN dendrin [Source:HGNC Symbol;Acc:HGNC:24458]n ll null 16416 -0.5936 -0.29631 Yes
row_306 OPRD1 opioid receptor delta 1 [Source:HGNC Symbol;Acc:HGNC:8153]null null 16424 -0.59458 -0.29328 Yes
row_307 SCN2A sodium voltage-gated channel alpha subunit 2 [Source:HGNC Symbol;Acc:HGNC:10588]null null 16430 -0.59573 -0.29013 Yes
row_308 PRKCG protein kinase C gamma [Source:HGNC Symbol;Acc:HGNC:9402]null null 16492 -0.60604 -0.29004 Yes
row_309 TENM2 teneurin transmembrane protein 2 [Source:HGNC Symbol;Acc:HGNC:29943]null null 16559 -0.61978 -0.29016 Yes
row_310 GRIN2A glutamate ionotropic receptor NMDA type subunit 2A [Source:HGNC Symbol;Acc:HGNC:4585]null null 16587 -0.62515 -0.28807 Yes
row_311 GLRB glycine receptor beta [Source:HGNC Symbol;Acc:HGNC:4329]null null 16632 -0.63283 -0.28688 Yes
row_312 GRM2 glutamate metabotropic receptor 2 [Source:HGNC Symbol;Acc:HGNC:4594]null null 16672 -0.63963 -0.28538 Yes
row_313 SLITRK2 SLIT and NTRK like family member 2 [Source:HGNC Symbol;Acc:HGNC:13449]null null 16690 -0.64331 -0.28262 Yes
row_314 ADCY8 adenylate cyclase 8 [Source:HGNC Symbol;Acc:HGNC:239]nul null 16705 -0.64483 -0.27969 Yes
row_315 EFNB3 ephrin B3 [Source:HGNC Symbol;Acc:HGNC:3228]null null 16746 -0.65199 -0.27817 Yes
row_316 GABRG2 gamma-aminobutyric acid type A receptor gamma2 subunit [Source:HGNC Symbol;Acc:HGNC:4087]null null 16758 -0.65513 -0.27501 Yes
row_317 DRD3 dopamine receptor D3 [Source:HGNC Symbol;Acc:HGNC:3024]null null 16793 -0.66304 -0.2731 Yes
row_318 GABRQ gamma-aminobutyric acid type A receptor theta subunit [Source:HGNC Symbol;Acc:HGNC:14454]null null 16853 -0.67659 -0.2725 Yes
row_319 GABRB1 gamma-aminobutyric acid type A receptor beta1 subunit [Source:HGNC Symbol;Acc:HGNC:4081]null null 16910 -0.68976 -0.27165 Yes
row_320 FLOT2 flotillin 2 [Source:HGNC Symbol;Acc:HGNC:3758]null null 16915 -0.69173 -0.26789 Yes
row_321 GRIN3A glutamate ionotropic receptor NMDA type subunit 3A [Source:HGNC Symbol;Acc:HGNC:16767]null null 16946 -0.70077 -0.26553 Yes
row_322 CDH10 cadherin 10 [Source:HGNC Symbol;Acc:HGNC:1749]null null 16973 -0.70548 -0.26292 Yes
row_323 ADAM23 ADAM metallopeptidase domain 23 [Source:HGNC Symbol;Acc:HGNC:202]null null 16975 -0.70631 -0.25891 Yes
row_324 CNTNAP4 contactin associated protein like 4 [Source:HGNC Symbol;Acc:HGNC:18747]null null 17018 -0.71709 -0.25713 Yes
row_325 PTPRO protein tyrosine phosphatase receptor type O [Source:HGNC Symbol;Acc:HGNC:9678]null null 17086 -0.73192 -0.25666 Yes
row_326 ADAM22 ADAM metallopeptidase domain 22 [Source:HGNC Symbol;Acc:HGNC:201]null null 17095 -0.73396 -0.25288 Yes
row_327 DNM3 dynamin 3 [Source:HGNC Symbol;Acc:HGNC:29125]null null 17106 -0.73582 -0.2492 Yes
row_328 NLGN3 neuroligin 3 [Source:HGNC Symbol;Acc:HGNC:14289]null null 17113 -0.73 -0.24528 Yes
row_329 ERBB4 erb-b2 receptor tyrosine kinase 4 [Source:HGNC Symbol;Acc:HGNC:3432]null null 17138 -0.74522 -0.24233 Yes
row_330 NECTIN3 nectin cell adhesion molecule 3 [Source:HGNC Symbol;Acc:HGNC:17664]null null 17163 -0.74919 -0.23936 Yes
row_331 CNTNAP1 contactin associated protein 1 [Source:HGNC Symbol;Acc:HGNC:8011]null null 17170 -0.75108 -0.23537 Yes
row_332 KCNC2 potassium voltage-gated channel subfamily C member 2 [Source:HGNC Symbol;Acc:HGNC:6234]nu l null 17190 -0.756 -0.23208 Yes
row_333 IL1RAPL1 interleukin 1 receptor accessory protein like 1 [Source:HGNC Symbol;Acc:HGNC:5996]null null 17215 -0.76255 -0.22903 Yes
row_334 CHRM3 cholinergic receptor muscarinic 3 [Source:HGNC Symbol;Acc:HGNC:1952]null n ll 17254 -0.77643 -0.22668 Yes
row_335 GABRA2 gamma-aminobutyric acid type A receptor alpha2 subunit [Source:HGNC Symbol;Acc:HGNC:4076]null null 17316 -0.79404 -0.22551 Yes
row_336 GABRG1 gamma-aminobutyric acid type A receptor gamma1 subunit [Source:HGNC Symbol;Acc:HGNC:4086]null null 17332 -0.7987 -0.22175 Yes
row_337 CANX calnexin [Source:HGNC Symbol;Acc:HGNC:1473]n ll null 17347 -0.80228 -0.21792 Yes
row_338 CDH8 cadherin 8 [Source:HGNC Symbol;Acc:HGNC:1767]null null 17366 -0.80901 -0.21427 Yes
row_339 NRCAM neuronal cell adhesion molecule [Source:HGNC Symbol;Acc:HGNC:7994]null ull 17392 -0.82108 -0.21093 Yes
row_340 CNTN6 contactin 6 [Source:HGNC Symbol;Acc:HGNC:2176]null null 17396 -0.82358 -0.20636 Yes
row_341 CTNNA2 catenin alpha 2 [Source:HGNC Symbol;Acc:HGNC:2510]null null 17412 -0.82778 -0.20243 Yes
row_342 ITGA8 integrin subunit alpha 8 [Source:HGNC Symbol;Acc:HGNC:6144]n ll null 17422 -0.82907 -0.19816 Yes
row_343 GRIK2 glutamate ionotropic receptor kainate type subunit 2 [Source:HGNC Symbol;Acc:HGNC:4580]null null 17434 -0.83443 -0.19397 Yes
row_344 KCND2 potassium voltage-gated channel subfamily D member 2 [Source:HGNC Symbol;Acc:HGNC:6238]nu l null 17444 -0.83789 -0.18965 Yes
row_345 CHRNA5 cholinergic receptor nicotinic alpha 5 subunit [Source:HGNC Symbol;Acc:HGNC:1959]null null 17474 -0.84961 -0.18638 Yes
row_346 FAIM2 Fas apoptotic inhibitory molecule 2 [Source:HGNC Symbol;Acc:HGNC:17067]null null 17505 -0.86063 -0.1831 Yes
row_347 GRIK3 glutamate ionotropic receptor kainate type subunit 3 [Source:HGNC Symbol;Acc:HGNC:4581]null null 17508 -0.86163 -0.17825 Yes
row_348 RPH3A rabphilin 3A [Source:HGNC Symbol;Acc:HGNC:17056]null null 17537 -0.8 475 -0.17478 Yes
row_349 ITSN1 intersectin 1 [Source:HGNC Symbol;Acc:HGNC:6183]null null 17553 -0.87787 -0.17056 Yes
row_350 ADCY1 adenylate cyclase 1 [Source:HGNC Symbol;Acc:HGNC:232]nul null 17581 -0.88592 -0.16697 Yes
row_351 GABRG3 gamma-aminobutyric acid type A receptor gamma3 subunit [Source:HGNC Symbol;Acc:HGNC:4088]null null 17598 -0.89153 -0.16273 Yes
row_352 GRIA4 glutamate ionotropic receptor AMPA type subunit 4 [Source:HGNC Symbol;Acc:HGNC:4574]null null 17601 -0.89298 -0.1577 Yes
row_353 CSPG5 chondroitin sulfate proteoglycan 5 [Source:HGNC Symbol;Acc:HGNC:2467]null null 17610 -0.89841 -0.15298 Yes
row_354 ACTN2 actinin alpha 2 [Source:HGNC Symbol;Acc:HGNC:164]null null 17617 -0.90236 -0.14812 Yes
row_355 LRRTM4 leucine rich repeat transmembrane neuronal 4 [Source:HGNC Symbol;Acc:HGNC:19411]null null 17625 -0.90769 -0.14328 Yes
row_356 PRRT1 proline rich transmembrane protein 1 [Source:HGNC Symbol;Acc:HGNC:13943]null null 7631 -0.91374 -0.1383 Yes
row_357 KCNJ9 potassium voltage-gated channel subfamily J member 9 [Source:HGNC Symbol;Acc:HGNC:6270]nu l null 17781 -0.98321 -0.14096 Yes
row_358 GRIA3 glutamate ionotropic receptor AMPA type subunit 3 [Source:HGNC Symbol;Acc:HGNC:4573]null null 17785 -0.98401 -0.13546 Yes
row_359 MUSK muscle associated receptor tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:7525]null null 17792 -0.99083 -0.13009 Yes
row_360 LIN7A lin-7 homolog A, crumbs cell polarity complex component [Source:HGNC Symbol;Acc:HGNC:17787]null null 17820 -1.01263 -0.12577 Yes
row_361 CNTN1 contactin 1 [Source:HGNC Symbol;Acc:HGNC:2171]null null 17826 -1.01613 -0.1202 Yes
row_362 DMD dystrophin [Source:HGNC Symbol;Acc:HGNC:2928]null null 17838 -1.0261 -0.11491 Yes
row_363 EPHB2 EPH receptor B2 [Source:HGNC Symbol;Acc:HGNC:3393]null null 17846 -1.02837 -0.10938 Yes
row_364 GRIA2 glutamate ionotropic receptor AMPA type subunit 2 [Source:HGNC Symbol;Acc:HGNC:4572]null null 17860 -1.04012 -0.10412 Yes
row_365 NRXN1 neurexin 1 [Source:HGNC Symbol;Acc:HGNC:8008]null null 17886 -1. 5383 -0.09945 Yes
row_366 LRRTM1 leucine rich repeat transmembrane neuronal 1 [Source:HGNC Symbol;Acc:HGNC:19408]null null 17912 - .06825 -0.09469 Yes
row_367 CADPS2 calcium dependent secretion activator 2 [Source:HGNC Symbol;Acc:HGNC:16018]null null 17926 -1.07895 -0.08921 Yes
row_368 GRM5 glutamate metabotropic receptor 5 [Source:HGNC Symbol;Acc:HGNC:4597]null null 17964 -1.10598 -0.08491 Yes
row_369 CHRM2 cholinergic receptor muscarinic 2 [Source:HGNC Symbol;Acc:HGNC:1951]null n ll 17969 -1.11014 -0.07874 Yes
row_370 LIN7B lin-7 homolog B, crumbs cell polarity complex component [Source:HGNC Symbol;Acc:HGNC:17788]null null 18059 -1.21549 -0.07671 Yes
row_371 NTNG1 netrin G1 [Source:HGNC Symbol;Acc:HGNC:23319]null null 18063 -1.2 626 -0.06988 Yes
row_372 SLC6A11 solute carrier family 6 member 11 [Source:HGNC Symbol;Acc:HGNC:11044]null null 18070 -1.22751 -0.06314 Yes
row_373 CNTN5 contactin 5 [Source:HGNC Symbol;Acc:HGNC:2175]null null 18072 -1.22908 -0.05613 Yes
row_374 DCC DCC netrin 1 receptor [Source:HGNC Symbol;Acc:HGNC:2701]ABCC6 ATP binding cassette subfamily C member 6 [Source:HGNC Symbol;Acc:HGNC:57]18109 -1.2695 -0.05083 Yes
row_375 CRYAB crystallin alpha B [Source:HGNC Symbol;Acc:HGNC:2389]null null 18159 -1.33593 -0.04587 Yes
row_376 OPRM1 opioid receptor mu 1 [Source:HGNC Symbol;Acc:HGNC:8156]null null 18185 -1.40402 -0.03918 Yes
row_377 SHISA9 shisa family member 9 [Source:HGNC Symbol;Acc:HGNC:37231]null null 18189 -1.4139 -0.03121 Yes
row_378 LRP4 LDL receptor related protein 4 [Source:HGNC Symbol;Acc:HGNC:6696]null null 18190 -1.4165 -0.02306 Yes
row_379 GRM3 glutamate metabotropic receptor 3 [Source:HGNC Symbol;Acc:HGNC:4595]null null 18202 -1.45584 -0.01529 Yes
row_380 HTR1B 5-hydroxytryptamine receptor 1B [Source:HGNC Symbol;Acc:HGNC:5287]null null 18218 -1.51031 -0.00743 Yes



























row_247 DNM1L dynamin 1 like [Source:HGNC Symbol;Acc:HGNC:2973]null null 14815 -0.39094 -0.36871 Yes
row_248 GABRB3 gamma-aminobutyric acid type A receptor beta3 subunit [Source:HGNC Symbol;Acc:HGNC:4083]null null 14827 -0.39145 -0.36707 Yes
row_249 STRN striatin [Source:HGNC Symbol;Acc:HGNC:11424]null null 14836 -0.3923 -0.36526 Yes
row_250 GAD2 glutamate decarboxylase 2 [Source:HGNC Symbol;Acc:HGNC:4093]null null 14870 -0.39564 -0.36482 Yes
row_251 KCNC1 potassium voltage-gated channel subfamily C member 1 [Source:HGNC Symbol;Acc:HGNC:6233]nu l null 14891 -0.39665 -0.36365 Yes
row_252 SYNJ2BP synaptojanin 2 binding protein [Source:HGNC Symbol;Acc:HGNC:18955]null null 14893 -0.39688 -0.36142 Yes
row_253 SLITRK3 SLIT and NTRK like family member 3 [Source:HGNC Symbol;Acc:HGNC:23501]null null 14910 -0.3989 -0.36002 Yes
row_254 GPM6A glycoprotein M6A [Source:HGNC Symbol;Acc:HGNC:4460]ull null 14935 -0.40168 -0.35905 Yes
row_255 SYT11 synaptotagmin 11 [Source:HGNC Symbol;Acc:HGNC:19239]null null 14973 -0.40531 -0.35878 Yes
row_256 ABHD6 abhydrolase domain containing 6 [Source:HGNC Symbol;Acc:HGNC:21398]null null 15009 -0.40878 -0.35838 Yes
row_257 CHRNA10 cholinergic receptor nicotinic alpha 10 subunit [Source:HGNC Symbol;Acc:HGNC:13800]null null 5022 -0.40956 -0.35669 Yes
row_258 GLRA3 glycine receptor alpha 3 [Source:HGNC Symbol;Acc:HGNC:4328]null null 15027 -0.40973 -0.35456 Yes
row_259 SRGAP2 SLIT-ROBO Rho GTPase activating protein 2 [Source:HGNC Symbol;Acc:HGNC:19751]null null 15043 -0.41098 -0.35303 Yes
row_260 RAPSN receptor associated protein of the synapse [Source:HGNC Symbol;Acc:HGNC:9863]null null 15164 -0.42561 -0.35728 Yes
row_261 HTR2A 5-hydroxytryptamine receptor 2A [Source:HGNC Symbol;Acc:HGNC:5293]null null 15239 -0.4327 -0.35892 Yes
row_262 MAGEE1 MAGE family member E1 [Source:HGNC Symbol;Acc:HGNC:24934]null null 15243 -0.43315 -0.35659 Yes
row_263 DRD2 dopamine receptor D2 [Source:HGNC Symbol;Acc:HGNC:3023]null null 15257 -0.43456 -0. 5482 Yes
row_264 GABRB2 gamma-aminobutyric acid type A receptor beta2 subunit [Source:HGNC Symbol;Acc:HGNC:4082]null null 15259 -0.43464 -0.35237 Yes
row_265 GRIA1 glutamate ionotropic receptor AMPA type subunit 1 [Source:HGNC Symbol;Acc:HGNC:4571]null null 15267 -0.43595 -0.35025 Yes
row_266 PTEN phosphatase and tensin homolog [Source:HGNC Symbol;Acc:HGNC:9588]null null 15339 -0.44627 -0.35165 Yes
row_267 CLSTN3 calsyntenin 3 [Source:HGNC Symbol;Acc:HGNC:18371]null null 15344 -0.44656 -0.3493 Yes
row_268 STX2 syntaxin 2 [Source:HGNC Symbol;Acc:HGNC:3403]null null 15353 -0.44739 -0.34717 Yes
row_269 ADAM10 ADAM metallopeptidase domain 10 [Source:HGNC Symbol;Acc:HGNC:188]null null 15401 -0.45445 -0.34718 Yes
row_270 EXOC3 exocyst complex component 3 [Source:HGNC Symbol;Acc:HGNC:30378]nul null 15407 -0.45471 -0.34484 Yes
row_271 GHSR growth hormone secretagogue receptor [Source:HGNC Symbol;Acc:HGNC:4267]null null 15413 -0.45521 -0.3425 Yes
row_272 GRIK1 glutamate ionotropic receptor kainate type subunit 1 [Source:HGNC Symbol;Acc:HGNC:4579]null null 15419 -0.45585 -0.34015 Yes
row_273 LRRTM3 leucine rich repeat transmembrane neuronal 3 [Source:HGNC Symbol;Acc:HGNC:19410]null null 15423 -0.45634 -0.3377 Yes
row_274 SHISA7 shisa family member 7 [Source:HGNC Symbol;Acc:HGNC:35409]null null 15455 -0.45966 -0.33678 Yes
row_275 GABRA1 gamma-aminobutyric acid type A receptor alpha1 subunit [Source:HGNC Symbol;Acc:HGNC:4075]null null 15468 -0.46131 -0.33479 Yes
row_276 CHRNB3 cholinergic receptor nicotinic beta 3 subunit [Source:HGNC Symbol;Acc:HGNC:1963]null null 15480 -0.46228 -0.33275 Yes
row_277 CHRM1 cholinergic receptor muscarinic 1 [Source:HGNC Symbol;Acc:HGNC:1950]null n ll 15481 -0.46229 -0.33009 Yes
row_278 RIMS1 regulating synaptic membrane exocytosis 1 [Source:HGNC Symbol;Acc:HGNC:17282]null null 15503 -0.46497 -0.32858 Yes
row_279 SYT1 synaptotagmin 1 [Source:HGNC Symbol;Acc:HGNC:11509]null null 15542 -0.47022 -0.328 Yes
row_280 UNC13A unc-13 homolog A [Source:HGNC Symbol;Acc:HGNC:23150]nu l n ll 15546 -0.47045 -0.32546 Yes
row_281 NRGN neurogranin [Source:HGNC Symbol;Acc:HGNC:8000]ull null 15560 -0.47221 -0.32346 Yes
row_282 CNTN2 contactin 2 [Source:HGNC Symbol;Acc:HGNC:2172]null null 15571 -0.47391 -0.32129 Yes
row_283 LRRC4B leucine rich repeat containing 4B [Source:HGNC Symbol;Acc:HGNC:25042]null ull 15593 -0.47729 -0.31972 Yes
row_284 SLC1A2 solute carrier family 1 member 2 [Source:HGNC Symbol;Acc:HGNC:10940]null null 15601 -0.47851 -0.31735 Yes
row_285 GABRA6 gamma-aminobutyric acid type A receptor alpha6 subunit [Source:HGNC Symbol;Acc:HGNC:4080]null null 15738 -0.49593 -0.32209 Yes
row_286 NETO1 neuropilin and tolloid like 1 [Source:HGNC Symbol;Acc:HGNC:13823]null null 15744 -0.49644 -0.3195 Yes
row_287 KCNJ3 potassium voltage-gated channel subfamily J member 3 [Source:HGNC Symbol;Acc:HGNC:6264]nu l null 15760 -0.49939 -0.31748 Yes
row_288 AKAP9 A-kinase anchoring protein 9 [Source:HGNC Symbol;Acc:HGNC:379]ull null 15816 -0.50696 -0.31763 Yes
row_289 SSPN sarcospan [Source:HGNC Symbol;Acc:HGNC:11322]null null 15868 -0.51444 -0.31751 Yes
row_290 ANK2 ankyrin 2 [Source:HGNC Symbol;Acc:HGNC:493]null null 15942 -0.52499 -0.31857 Yes
row_291 ATP2B1 ATPase plasma membrane Ca2+ transporting 1 [Source:HGNC Symbol;Acc:HGNC:814]null null 15956 -0.52714 -0.31626 Yes
row_292 CNIH2 cornichon family AMPA receptor auxiliary protein 2 [Source:HGNC Symbol;Acc:HGNC:28744]null null 15966 -0.528 6 -0.31372 Yes
row_293 GABRA5 gamma-aminobutyric acid type A receptor alpha5 subunit [Source:HGNC Symbol;Acc:HGNC:4079]null null 15967 -0.52836 -0.31068 Yes
row_294 ATP2B2 ATPase plasma membrane Ca2+ transporting 2 [Source:HGNC Symbol;Acc:HGNC:815]null null 16003 -0.53431 -0.30956 Yes
row_295 UTRN utrophin [Source:HGNC Symbol;Acc:HGNC:12635]n ll null 16023 -0.53624 -0.30753 Yes
row_296 CACNG4 calcium voltage-gated channel auxiliary subunit gamma 4 [Source:HGNC Symbol;Acc:HGNC:1408]null null 16057 -0.54311 -0.30625 Yes
row_297 GABRA3 gamma-aminobutyric acid type A receptor alpha3 subunit [Source:HGNC Symbol;Acc:HGNC:4077]null null 16065 -0.54384 -0.30351 Yes
row_298 FCHO2 FCH domain only 2 [Source:HGNC Symbol;Acc:HGNC:25180]null n ll 16122 -0.55126 -0.3 346 Yes
row_299 KCNA2 potassium voltage-gated channel subfamily A member 2 [Source:HGNC Symbol;Acc:HGNC:6220]nu l null 16154 -0.55496 -0.30199 Yes
row_300 EFNB2 ephrin B2 [Source:HGNC Symbol;Acc:HGNC:3227]null null 16229 -0.56519 -0.30287 Yes
row_301 GRID2 glutamate ionotropic receptor delta type subunit 2 [Source:HGNC Symbol;Acc:HGNC:4576]null null 16278 -0.57381 -0.30225 Yes
row_302 GRM1 glutamate metabotropic receptor 1 [Source:HGNC Symbol;Acc:HGNC:4593]null null 16289 -0.57458 -0.2995 Yes
row_303 GRIN2B glutamate ionotropic receptor NMDA type subunit 2B [Source:HGNC Symbol;Acc:HGNC:4586]null null 16290 -0.57482 -0.29619 Yes
row_304 KCTD8 potassium channel tetramerization domain containing 8 [Source:HGNC Symbol;Acc:HGNC:22394]null null 16388 -0.58826 -0.29822 Yes
row_305 DDN dendrin [Source:HGNC Symbol;Acc:HGNC:24458]n ll null 16416 -0.5936 -0.29631 Yes
row_306 OPRD1 opioid receptor delta 1 [Source:HGNC Symbol;Acc:HGNC:8153]null null 16424 -0.59458 -0.29328 Yes
row_307 SCN2A sodium voltage-gated channel alpha subunit 2 [Source:HGNC Symbol;Acc:HGNC:10588]null null 16430 -0.59573 -0.29013 Yes
row_308 PRKCG protein kinase C gamma [Source:HGNC Symbol;Acc:HGNC:9402]null null 16492 -0.60604 -0.29004 Yes
row_309 TENM2 teneurin transmembrane protein 2 [Source:HGNC Symbol;Acc:HGNC:29943]null null 16559 -0.61978 -0.29016 Yes
row_310 GRIN2A glutamate ionotropic receptor NMDA type subunit 2A [Source:HGNC Symbol;Acc:HGNC:4585]null null 16587 -0.62515 -0.28807 Yes
row_311 GLRB glycine receptor beta [Source:HGNC Symbol;Acc:HGNC:4329]null null 16632 -0.63283 -0.28688 Yes
row_312 GRM2 glutamate metabotropic receptor 2 [Source:HGNC Symbol;Acc:HGNC:4594]null null 16672 -0.63963 -0.28538 Yes
row_313 SLITRK2 SLIT and NTRK like family member 2 [Source:HGNC Symbol;Acc:HGNC:13449]null null 16690 -0.64331 -0.28262 Yes
row_314 ADCY8 adenylate cyclase 8 [Source:HGNC Symbol;Acc:HGNC:239]nul null 16705 -0.64483 -0.27969 Yes
row_315 EFNB3 ephrin B3 [Source:HGNC Symbol;Acc:HGNC:3228]null null 16746 -0.65199 -0.27817 Yes
row_316 GABRG2 gamma-aminobutyric acid type A receptor gamma2 subunit [Source:HGNC Symbol;Acc:HGNC:4087]null null 16758 -0.65513 -0.27501 Yes
row_317 DRD3 dopamine receptor D3 [Source:HGNC Symbol;Acc:HGNC:3024]null null 16793 -0.66304 -0.2731 Yes
row_318 GABRQ gamma-aminobutyric acid type A receptor theta subunit [Source:HGNC Symbol;Acc:HGNC:14454]null null 16853 -0.67659 -0.2725 Yes
row_319 GABRB1 gamma-aminobutyric acid type A receptor beta1 subunit [Source:HGNC Symbol;Acc:HGNC:4081]null null 16910 -0.68976 -0.27165 Yes
row_320 FLOT2 flotillin 2 [Source:HGNC Symbol;Acc:HGNC:3758]null null 16915 -0.69173 -0.26789 Yes
row_321 GRIN3A glutamate ionotropic receptor NMDA type subunit 3A [Source:HGNC Symbol;Acc:HGNC:16767]null null 16946 -0.70077 -0.26553 Yes
row_322 CDH10 cadherin 10 [Source:HGNC Symbol;Acc:HGNC:1749]null null 16973 -0.70548 -0.26292 Yes
row_323 ADAM23 ADAM metallopeptidase domain 23 [Source:HGNC Symbol;Acc:HGNC:202]null null 16975 -0.70631 -0.25891 Yes
row_324 CNTNAP4 contactin associated protein like 4 [Source:HGNC Symbol;Acc:HGNC:18747]null null 17018 -0.71709 -0.25713 Yes
row_325 PTPRO protein tyrosine phosphatase receptor type O [Source:HGNC Symbol;Acc:HGNC:9678]null null 17086 -0.73192 -0.25666 Yes
row_326 ADAM22 ADAM metallopeptidase domain 22 [Source:HGNC Symbol;Acc:HGNC:201]null null 17095 -0.73396 -0.25288 Yes
row_327 DNM3 dynamin 3 [Source:HGNC Symbol;Acc:HGNC:29125]null null 17106 -0.73582 -0.2492 Yes
row_328 NLGN3 neuroligin 3 [Source:HGNC Symbol;Acc:HGNC:14289]null null 17113 -0.73 -0.24528 Yes
row_329 ERBB4 erb-b2 receptor tyrosine kinase 4 [Source:HGNC Symbol;Acc:HGNC:3432]null null 17138 -0.74522 -0.24233 Yes
row_330 NECTIN3 nectin cell adhesion molecule 3 [Source:HGNC Symbol;Acc:HGNC:17664]null null 17163 -0.74919 -0.23936 Yes
row_331 CNTNAP1 contactin associated protein 1 [Source:HGNC Symbol;Acc:HGNC:8011]null null 17170 -0.75108 -0.23537 Yes
row_332 KCNC2 potassium voltage-gated channel subfamily C member 2 [Source:HGNC Symbol;Acc:HGNC:6234]nu l null 17190 -0.756 -0.23208 Yes
row_333 IL1RAPL1 interleukin 1 receptor accessory protein like 1 [Source:HGNC Symbol;Acc:HGNC:5996]null null 17215 -0.76255 -0.22903 Yes
row_334 CHRM3 cholinergic receptor muscarinic 3 [Source:HGNC Symbol;Acc:HGNC:1952]null n ll 17254 -0.77643 -0.22668 Yes
row_335 GABRA2 gamma-aminobutyric acid type A receptor alpha2 subunit [Source:HGNC Symbol;Acc:HGNC:4076]null null 17316 -0.79404 -0.22551 Yes
row_336 GABRG1 gamma-aminobutyric acid type A receptor gamma1 subunit [Source:HGNC Symbol;Acc:HGNC:4086]null null 17332 -0.7987 -0.22175 Yes
row_337 CANX calnexin [Source:HGNC Symbol;Acc:HGNC:1473]n ll null 17347 -0.80228 -0.21792 Yes
row_338 CDH8 cadherin 8 [Source:HGNC Symbol;Acc:HGNC:1767]null null 17366 -0.80901 -0.21427 Yes
row_339 NRCAM neuronal cell adhesion molecule [Source:HGNC Symbol;Acc:HGNC:7994]null ull 17392 -0.82108 -0.21093 Yes
row_340 CNTN6 contactin 6 [Source:HGNC Symbol;Acc:HGNC:2176]null null 17396 -0.82358 -0.20636 Yes
row_341 CTNNA2 catenin alpha 2 [Source:HGNC Symbol;Acc:HGNC:2510]null null 17412 -0.82778 -0.20243 Yes
row_342 ITGA8 integrin subunit alpha 8 [Source:HGNC Symbol;Acc:HGNC:6144]n ll null 17422 -0.82907 -0.19816 Yes
row_343 GRIK2 glutamate ionotropic receptor kainate type subunit 2 [Source:HGNC Symbol;Acc:HGNC:4580]null null 17434 -0.83443 -0.19397 Yes
row_344 KCND2 potassium voltage-gated channel subfamily D member 2 [Source:HGNC Symbol;Acc:HGNC:6238]nu l null 17444 -0.83789 -0.18965 Yes
row_345 CHRNA5 cholinergic receptor nicotinic alpha 5 subunit [Source:HGNC Symbol;Acc:HGNC:1959]null null 17474 -0.84961 -0.18638 Yes
row_346 FAIM2 Fas apoptotic inhibitory molecule 2 [Source:HGNC Symbol;Acc:HGNC:17067]null null 17505 -0.86063 -0.1831 Yes
row_347 GRIK3 glutamate ionotropic receptor kainate type subunit 3 [Source:HGNC Symbol;Acc:HGNC:4581]null null 17508 -0.86163 -0.17825 Yes
row_348 RPH3A rabphilin 3A [Source:HGNC Symbol;Acc:HGNC:17056]null null 17537 -0.8 475 -0.17478 Yes
row_349 ITSN1 intersectin 1 [Source:HGNC Symbol;Acc:HGNC:6183]null null 17553 -0.87787 -0.17056 Yes
row_350 ADCY1 adenylate cyclase 1 [Source:HGNC Symbol;Acc:HGNC:232]nul null 17581 -0.88592 -0.16697 Yes
row_351 GABRG3 gamma-aminobutyric acid type A receptor gamma3 subunit [Source:HGNC Symbol;Acc:HGNC:4088]null null 17598 -0.89153 -0.16273 Yes
row_352 GRIA4 glutamate ionotropic receptor AMPA type subunit 4 [Source:HGNC Symbol;Acc:HGNC:4574]null null 17601 -0.89298 -0.1577 Yes
row_353 CSPG5 chondroitin sulfate proteoglycan 5 [Source:HGNC Symbol;Acc:HGNC:2467]null null 17610 -0.89841 -0.15298 Yes
row_354 ACTN2 actinin alpha 2 [Source:HGNC Symbol;Acc:HGNC:164]null null 17617 -0.90236 -0.14812 Yes
row_355 LRRTM4 leucine rich repeat transmembrane neuronal 4 [Source:HGNC Symbol;Acc:HGNC:19411]null null 17625 -0.90769 -0.14328 Yes
row_356 PRRT1 proline rich transmembrane protein 1 [Source:HGNC Symbol;Acc:HGNC:13943]null null 7631 -0.91374 -0.1383 Yes
row_357 KCNJ9 potassium voltage-gated channel subfamily J member 9 [Source:HGNC Symbol;Acc:HGNC:6270]nu l null 17781 -0.98321 -0.14096 Yes
row_358 GRIA3 glutamate ionotropic receptor AMPA type subunit 3 [Source:HGNC Symbol;Acc:HGNC:4573]null null 17785 -0.98401 -0.13546 Yes
row_359 MUSK muscle associated receptor tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:7525]null null 17792 -0.99083 -0.13009 Yes
row_360 LIN7A lin-7 homolog A, crumbs cell polarity complex component [Source:HGNC Symbol;Acc:HGNC:17787]null null 17820 -1.01263 -0.12577 Yes
row_361 CNTN1 contactin 1 [Source:HGNC Symbol;Acc:HGNC:2171]null null 17826 -1.01613 -0.1202 Yes
row_362 DMD dystrophin [Source:HGNC Symbol;Acc:HGNC:2928]null null 17838 -1.0261 -0.11491 Yes
row_363 EPHB2 EPH receptor B2 [Source:HGNC Symbol;Acc:HGNC:3393]null null 17846 -1.02837 -0.10938 Yes
row_364 GRIA2 glutamate ionotropic receptor AMPA type subunit 2 [Source:HGNC Symbol;Acc:HGNC:4572]null null 17860 -1.04012 -0.10412 Yes
row_365 NRXN1 neurexin 1 [Source:HGNC Symbol;Acc:HGNC:8008]null null 17886 -1. 5383 -0.09945 Yes
row_366 LRRTM1 leucine rich repeat transmembrane neuronal 1 [Source:HGNC Symbol;Acc:HGNC:19408]null null 17912 - .06825 -0.09469 Yes
row_367 CADPS2 calcium dependent secretion activator 2 [Source:HGNC Symbol;Acc:HGNC:16018]null null 17926 -1.07895 -0.08921 Yes
row_368 GRM5 glutamate metabotropic receptor 5 [Source:HGNC Symbol;Acc:HGNC:4597]null null 17964 -1.10598 -0.08491 Yes
row_369 CHRM2 cholinergic receptor muscarinic 2 [Source:HGNC Symbol;Acc:HGNC:1951]null n ll 17969 -1.11014 -0.07874 Yes
row_370 LIN7B lin-7 homolog B, crumbs cell polarity complex component [Source:HGNC Symbol;Acc:HGNC:17788]null null 18059 -1.21549 -0.07671 Yes
row_371 NTNG1 netrin G1 [Source:HGNC Symbol;Acc:HGNC:23319]null null 18063 -1.2 626 -0.06988 Yes
row_372 SLC6A11 solute carrier family 6 member 11 [Source:HGNC Symbol;Acc:HGNC:11044]null null 18070 -1.22751 -0.06314 Yes
row_373 CNTN5 contactin 5 [Source:HGNC Symbol;Acc:HGNC:2175]null null 18072 -1.22908 -0.05613 Yes
row_374 DCC DCC netrin 1 receptor [Source:HGNC Symbol;Acc:HGNC:2701]ABCC6 ATP binding cassette subfamily C member 6 [Source:HGNC Symbol;Acc:HGNC:57]18109 -1.2695 -0.05083 Yes
row_375 CRYAB crystallin alpha B [Source:HGNC Symbol;Acc:HGNC:2389]null null 18159 -1.33593 -0.04587 Yes
row_376 OPRM1 opioid receptor mu 1 [Source:HGNC Symbol;Acc:HGNC:8156]null null 18185 -1.40402 -0.03918 Yes
row_377 SHISA9 shisa family member 9 [Source:HGNC Symbol;Acc:HGNC:37231]null null 18189 -1.4139 -0.03121 Yes
row_378 LRP4 LDL receptor related protein 4 [Source:HGNC Symbol;Acc:HGNC:6696]null null 18190 -1.4165 -0.02306 Yes
row_379 GRM3 glutamate metabotropic receptor 3 [Source:HGNC Symbol;Acc:HGNC:4595]null null 18202 -1.45584 -0.01529 Yes
row_380 HTR1B 5-hydroxytryptamine receptor 1B [Source:HGNC Symbol;Acc:HGNC:5287]null null 18218 -1.51031 -0.00743 Yes
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Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.Relative lev. Relative lev.Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.
1 1.5277289 6.0628193 0.9763029 2.0407686 0.9934027 3.6696976 1.786044 7.897991 0.673403 11.40087 0.8012277 28.914897 1.421415 1.181384 1.095043 1.898834 1.151482 2.295700 0.900408 3.720978 0.898856 3.960217 1.42887 1.542180 1.180838 1.109190 0.946218 1.883726 0.80452 5.009483 0.602600 2.94664 1.184368 0.972848
2 0.5636331 3.2302676 1.1868248 1.7350445 1.1588231 3.0881221 0.633220 7.588897 0.678511 11.71052 1.3384264 48.881184 0.526516 8.015176 1.245172 2.525829 1.035198 2.176967 1.059031 2.756799 0.960509 4.961082 1.14363 1.600515 0.807329 0.570938 1.035620 1.684661 1.28601 7.903194 0.523618 71.17914 1.053050 1.464732
3 0.8837232 2.766798 1.0168932 1.0926743 1.05874 0.8585786 1.284820 7.112697 0.871580 6.73917 1.4159353 6.694568 1.173051 9.325002 1.056231 0.646378 1.025648 0.997173 1.045481 1.632965 1.075229 1.507712 1.16675 0.757668 1.089951 1.555444 1.049975 1.010062 1.13362 2.178601 1.443660 105.38936 1.029614 1.620304
4 1.1762981 3.2651302 1.0232962 2.2869453 0.94238 2.3933947 0.787581 6.048642 0.648887 8.63778 1.0318287 32.779175 1.383211 5.379740 0.907518 2.953909 0.852933 2.160967 0.915554 2.773583 0.934393 5.613127 0.71791 1.227454 0.798283 0.282526 0.941088 1.850400 0.82408 8.297860 1.490514 30.94623 1.076726 1.307782
5 0.646519 3.9243211 0.7380789 1.9284447 0.7962105 3.2144057 0.761050 8.476103 2.089662 2.87510 0.3271293 21.309622 1.017539 10.517913 1.014395 1.429633 1.034188 2.407941 1.011831 1.972926 0.653813 2.518814 0.59362 0.570933 0.578807 0.517681 0.959996 2.070645 0.62545 3.038814 0.702133 21.93050 0.846431 1.314189
6 0.435181 3.5854697 1.1868493 1.1728379 0.8634758 3.2530285 0.781711 8.555798 1.222433 10.58127 1.0807395 46.158766 0.737063 1.716554 1.488480 2.035270 0.997796 2.609090 0.994740 2.066940 1.200008 2.958103 1.11708 0.603544 1.206268 0.436371 1.084144 2.331764 0.94257 4.513490 0.848541 2.81331 0.937504 0.832471
7 0.3729524 1.0978924 1.0620358 0.468335 0.774063 0.8590858 0.768136 4.949166 0.595292 0.952767 0.970343 0.968119 0.80753 0.988525 1.006079 0.97712 0.899842 37.66294 0.939425 1.107437
8 2.3939643 0.7738623 1.1249322 1.497240 1.041460 1.1456273 0.973069 0.597869 0.949987 1.102611 1.309074 1.02460 1.350000 0.976880 1.40663 1.489091 0.932880
AVE 1 3.805801 1 1.7094525 1 2.7462045 1 7.613355 1 8.65745 1 30.79 1.00 5.87 1.00 1.91 1.00 2.107973 1.00 2.49 1.00 3.59 1.00 1.05 1.00 0.75 1.00 1.81 1.00 5.16 1.00 38.98 1.00 1.23
STDEV 0.6859623 1.1713083 0.1692545 0.481716 0.1263014 1.0132558 0.46 0.939482 0.483942 3.39601 0.3440092 15.76 0.32 3.62 0.30 0.81 0.086502 0.568821 0.07 0.75 0.20 1.55 0.27 0.47 0.26 0.49 0.05 0.45 0.26 2.50 0.41 37.44 0.11 0.28
SQRT 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.83 2.449490 2.828427 2.44949 2.8284271 2.45 2.83 2.65 2.83 2.45 2.828427 2.449490 2.83 2.45 2.83 2.45 2.83 2.45 2.83 2.45 2.83 2.45 2.83 2.45 2.83 2.65 2.83 2.65
ERROR 0.140345 0.4781846 0.057066 0.1966597 0.0446543 0.4136599 0.16 0.383542 0.171099 1.38642 0.1216256 6.43 0.11 1.37 0.11 0.33 0.030583 0.232220 0.02 0.31 0.07 0.63 0.10 0.19 0.09 0.20 0.02 0.18 0.09 1.02 0.15 14.15 0.04 0.10
TTEST 0.0001076 0.0021062 0.0003718 6.927E-10 3.515E-05 0.0001547 0.0021555 0.0121391 0.0001364 0.0001125 0.0004834 0.8038404 0.2265295 0.000258 0.0004824 0.0127696 0.0468587
CD206TNFα TGFB1 IL1α IL1β IL6 CCL7 CXCL10 TLR2 IL17RA CD16 CD32 CD209A MAPKAPK2 SPP1 TIMP1 MYD88
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1 1.5277289 6.0628193 0.9763029 2.0407686 0.9934027 3.6696976 1.786044 7.897991 0.673403 11.40087 0.8012277 28.914897 1.421415 1.181384 1.095043 1.898834 1.151482 2.295700 0.900408 3.720978 0.898856 3.960217 1.42887 1.542180 1.180838 1.109190 0.946218 1.883726 0.80452 5.009483 0.602600 2.94664 1.184368 0.972848
2 0.5636331 3.2302676 1.1868248 1.7350445 1.1588231 3.0881221 0.633220 7.588897 0.678511 11.71052 1.3384264 48.881184 0.526516 8.015176 1.245172 2.525829 1.035198 2.176967 1.059031 2.756799 0.960509 4.961082 1.14363 1.600515 0.807329 0.570938 1.035620 1.684661 1.28601 7.903194 0.523618 71.17914 1.053050 1.464732
3 0.8837232 2.766798 1.0168932 1.0926743 1.05874 0.8585786 1.284820 7.112697 0.871580 6.73917 1.4159353 6.694568 1.173051 9.325002 1.056231 0.646378 1.025648 0.997173 1.045481 1.632965 1.075229 1.507712 1.16675 0.757668 1.089951 1.555444 1.049975 1.010062 1.13362 2.178601 1.443660 105.38936 1.029614 1.620304
4 1.1762981 3.2651302 1.0232962 2.2869453 0.94238 2.3933947 0.787581 6.048642 0.648887 8.63778 1.0318287 32.779175 1.383211 5.379740 0.907518 2.953909 0.852933 2.160967 0.915554 2.773583 0.934393 5.613127 0.71791 1.227454 0.798283 0.282526 0.941088 1.850400 0.82408 8.297860 1.490514 30.94623 1.076726 1.307782
5 0.646519 3.9243211 0.7380789 1.9284447 0.7962105 3.2144057 0.761050 8.476103 2.089662 2.87510 0.3271293 21.309622 1.017539 10.517913 1.014395 1.429633 1.034188 2.407941 1.011831 1.972926 0.653813 2.518814 0.59362 0.570933 0.578807 0.517681 0.959996 2.070645 0.62545 3.038814 0.702133 21.93050 0.846431 1.314189
6 0.435181 3.5854697 1.1868493 1.1728379 0.8634758 3.2530285 0.781711 8.555798 1.222433 10.58127 1.0807395 46.158766 0.737063 1.716554 1.488480 2.035270 0.997796 2.609090 0.994740 2.066940 1.200008 2.958103 1.11708 0.603544 1.206268 0.436371 1.084144 2.331764 0.94257 4.513490 0.848541 2.81331 0.937504 0.832471
7 0.3729524 1.0978924 1.0620358 0.468335 0.774063 0.8590858 0.768136 4.949166 0.595292 0.952767 0.970343 0.968119 0.80753 0.988525 1.006079 0.97712 0.899842 37.66294 0.939425 1.107437
8 2.3939643 0.7738623 1.1249322 1.497240 1.041460 1.1456273 0.973069 0.597869 0.949987 1.102611 1.309074 1.02460 1.350000 0.976880 1.40663 1.489091 0.932880
AVE 1 3.805801 1 1.7094525 1 2.7462045 1 7.613355 1 8.65745 1 30.79 1.00 5.87 1.00 1.91 1.00 2.107973 1.00 2.49 1.00 3.59 1.00 1.05 1.00 0.75 1.00 1.81 1.00 5.16 1.00 38.98 1.00 1.23
STDEV 0.6859623 1.1713083 0.1692545 0.481716 0.1263014 1.0132558 0.46 0.939482 0.483942 3.39601 0.3440092 15.76 0.32 3.62 0.30 0.81 0.086502 0.568821 0.07 0.75 0.20 1.55 0.27 0.47 0.26 0.49 0.05 0.45 0.26 2.50 0.41 37.44 0.11 0.28
SQRT 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.83 2.449490 2.828427 2.44949 2.8284271 2.45 2.83 2.65 2.83 2.45 2.828427 2.449490 2.83 2.45 2.83 2.45 2.83 2.45 2.83 2.45 2.83 2.45 2.83 2.45 2.83 2.65 2.83 2.65
ERROR 0.140345 0.4781846 0.057066 0.1966597 0.0446543 0.4136599 0.16 0.383542 0.171099 1.38642 0.1216256 6.43 0.11 1.37 0.11 0.33 0.030583 0.232220 0.02 0.31 0.07 0.63 0.10 0.19 0.09 0.20 0.02 0.18 0.09 1.02 0.15 14.15 0.04 0.10
TTEST 0.0001076 0.0021062 0.0003718 6.927E-10 3.515E-05 0.0001547 0.0021555 0.0121391 0.0001364 0.0001125 0.0004834 0.8038404 0.2265295 0.000258 0.0004824 0.0127696 0.0468587
CD206TNFα TGFB1 IL1α IL1β IL6 CCL7 CXCL10 TLR2 IL17RA CD16 CD32 CD209A MAPKAPK2 SPP1 TIMP1 MYD88
PTD
Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
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1 1.1566886 1.0175301 0.9182504 0.7766322 0.9650403 0.9289317 1.3029051 0.508535 0.8409423 0.7517014 0.9349911 1.051981 1.0741155 0.8518823 1.0508682 0.5694437 0.9889253 0.5017934 0.9953586 0.7640223 0.7613219 0.6917987 0.7003328 0.547228 0.9695883 0.8813055 0.9690565 1.024933 0.6539792 1.0009104 1.1916482 0.9725029 1.0322435 0.9368945
2 1.1872996 0.6540752 1.0329009 0.7210841 1.0109796 0.6369714 1.1820906 0.5248653 1.0796857 0.6228322 1.0182622 0.7279659 1.0132253 0.7513977 0.9961019 0.6548984 1.0055595 0.6281374 0.9860165 0.7727903 0.9855239 0.7651172 0.9611436 0.6249283 1.1432557 0.5568187 1.0055901 0.6962622 1.5814434 0.7309064 1.1600212 0.5304627 1.0319947 0.3306495
3 1.1524065 0.5699667 1.0672538 0.6094694 1.04265 0.6117187 1.2990255 0.6591725 1.0011554 0.8008935 1.1348105 0.694489 1.0998756 0.7422611 1.1196478 0.7130947 1.0657351 0.8149843 1.0585964 0.7757098 1.0041361 1.10183 0.8930322 0.9992314 1.0544051 0.6344112 1.0729003 0.668609 0.9024422 0.6149547 0.988255 0.4365206 1.0932674 0.3103015
4 1.2285726 0.5192098 0.9547349 0.7269097 0.9521638 0.5527642 1.0209151 0.4308821 0.9404055 0.6930683 1.1254821 0.7852147 0.9047137 0.7042198 0.9077821 0.6393879 0.9232495 0.6298685 0.9323962 0.7718213 0.8116901 0.4505048 0.7944792 0.7110757 0.923317 0.4815731 1.131257 0.6858654 0.9692028 0.5572158 1.0757537 0.5053269 1.0282194 0.3989638
5 0.9755329 0.4821095 0.9815806 0.9747475 0.9345156 0.5123895 1.0255547 0.5563987 0.9261784 0.5841497 0.9193759 0.6643066 0.9347824 0.7482111 0.9414411 0.6438571 0.9822786 0.5281408 0.9388603 0.6978071 0.8787187 0.8518466 1.0365854 0.7983049 0.896947 0.3631234 1.256288 0.6938914 1.1161635 0.7493421 0.9714612 0.6123513 0.9406698 0.4865954
6 0.6500284 0.3484368 1.031012 1.0065044 1.1151744 0.4596517 0.8534917 0.4240677 1.049109 0.6082845 1.0017013 0.7492387 1.0317201 0.6720473 1.0185056 0.5588233 1.0614022 0.4588602 0.9688426 0.6619136 1.1915137 0.7743722 1.177744 0.7282498 1.004752 0.2932511 0.9381739 0.854057 1.103201 0.91323 0.9289516 0.691807 1.0951581 0.5112079
7 1.0104075 0.9878498 0.9462655 0.8296286 1.0962631 0.9858979 0.763522 0.9588883 1.0070949 0.9340351 1.0461538 1.1124585 1.1386478 0.9547613 0.784909 0.6615347 0.8358842 0.5700938 0.8256368 0.5017472 0.9211968 0.2115633
8 0.6390638 1.0264176 1.0332108 0.4863887 1.0662607 0.879479 0.9826792 0.9585584 1.0388148 1.0737755 1.2546373 1.298035 1.0529735 0.8418253 0.8376837 0.8582723 0.8572502
AVE 1 0.5985547 1 0.8025579 1 0.6170712 1 0.5173202 1 0.6768216 1 0.776674 1 0.7450032 1 0.6299175 1 0.5936308 1 0.7406774 1 0.7725782 1 0.7348364 1 0.5350805 1 0.7550218 1 0.7338076 1 0.6072455 1 0.455168
STDEV 0.2356049 0.2288468 0.0485269 0.1559226 0.0620987 0.1658651 0.2750852 0.0871216 0.0900162 0.0865622 0.0923554 0.1281573 0.0675831 0.0607745 0.0665065 0.0575117 0.0538616 0.1283647 0.0541199 0.0486108 0.1778957 0.2121348 0.2021211 0.1560882 0.0808725 0.2102972 0.1532137 0.1359162 0.2792075 0.1712206 0.1333974 0.1812685 0.0851226 0.2363549
SQRT 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.6457513 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.6457513 2.8284271 2.6457513 2.8284271 2.6457513
ERROR 0.0832989 0.0934263 0.0171568 0.0636552 0.0219552 0.0677142 0.0972573 0.0355673 0.0318255 0.0353389 0.0326526 0.0484389 0.0238942 0.0248111 0.0235136 0.023479 0.019043 0.0524047 0.0191343 0.0198453 0.0628956 0.0866037 0.0714606 0.0637227 0.0285927 0.0858535 0.0541692 0.0554875 0.0987148 0.0647153 0.0471631 0.068513 0.0300954 0.0893338
TTEST 0.0077348 0.0051864 5.715E-05 0.0014482 2.031E-05 0.0017887 9.703E-06 1.412E-07 3.171E-06 8.234E-07 0.0496273 0.0206595 8.849E-05 0.0062854 0.0479642 0.0003322 3.72E-05
GluA1Kcnd2Akap5 Homer1 Homer2 Scn2b Kcnn2 Grid2 Chrm2 Slc6a11 Npy2rGluA2 GluA3 GluA4 NR2A NR2B mGluR3
PTD
Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
Relative lev. Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.
1 1.1566886 1.0175301 0.9182504 0.7766322 0.9650403 0.9289317 1.3029051 0.508535 0.8409423 0.7517014 0.9349911 1.051981 1.0741155 0.8518823 1.0508682 0.5694437 0.9889253 0.5017934 0.9953586 0.7640223 0.7613219 0.6917987 0.7003328 0.547228 0.9695883 0.8813055 0.9690565 1.024933 0.6539792 1.0009104 1.1916482 0.9725029 1.0322435 0.9368945
2 1.1872996 0.6540752 1.0329009 0.7210841 1.0109796 0.6369714 1.1820906 0.5248653 1.0796857 0.6228322 1.0182622 0.7279659 1.0132253 0.7513977 0.9961019 0.6548984 1.0055595 0.6281374 0.9860165 0.7727903 0.9855239 0.7651172 0.9611436 0.6249283 1.1432557 0.5568187 1.0055901 0.6962622 1.5814434 0.7309064 1.1600212 0.5304627 1.0319947 0.3306495
3 1.1524065 0.5699667 1.0672538 0.6094694 1.04265 0.6117187 1.2990255 0.6591725 1.0011554 0.8008935 1.1348105 0.694489 1.0998756 0.7422611 1.1196478 0.7130947 1.0657351 0.8149843 1.0585964 0.7757098 1.0041361 1.10183 0.8930322 0.9992314 1.0544051 0.6344112 1.0729003 0.668609 0.9024422 0.6149547 0.988255 0.4365206 1.0932674 0.3103015
4 1.2285726 0.5192098 0.9547349 0.7269097 0.9521638 0.5527642 1.0209151 0.4308821 0.9404055 0.6930683 1.1254821 0.7852147 0.9047137 0.7042198 0.9077821 0.6393879 0.9232495 0.6298685 0.9323962 0.7718213 0.8116901 0.4505048 0.7944792 0.7110757 0.923317 0.4815731 1.131257 0.6858654 0.9692028 0.5572158 1.0757537 0.5053269 1.0282194 0.3989638
5 0.9755329 0.4821095 0.9815806 0.9747475 0.9345156 0.5123895 1.0255547 0.5563987 0.9261784 0.5841497 0.9193759 0.6643066 0.9347824 0.7482111 0.9414411 0.6438571 0.9822786 0.5281408 0.9388603 0.6978071 0.8787187 0.8518466 1.0365854 0.7983049 0.896947 0.3631234 1.256288 0.6938914 1.1161635 0.7493421 0.9714612 0.6123513 0.9406698 0.4865954
6 0.6500284 0.3484368 1.031012 1.0065044 1.1151744 0.4596517 0.8534917 0.4240677 1.049109 0.6082845 1.0017013 0.7492387 1.0317201 0.6720473 1.0185056 0.5588233 1.0614022 0.4588602 0.9688426 0.6619136 1.1915137 0.7743722 1.177744 0.7282498 1.004752 0.2932511 0.9381739 0.854057 1.103201 0.91323 0.9289516 0.691807 1.0951581 0.5112079
7 1.0104075 0.9878498 0.9462655 0.8296286 1.0962631 0.9858979 0.763522 0.9588883 1.0070949 0.9340351 1.0461538 1.1124585 1.1386478 0.9547613 0.784909 0.6615347 0.8358842 0.5700938 0.8256368 0.5017472 0.9211968 0.2115633
8 0.6390638 1.0264176 1.0332108 0.4863887 1.0662607 0.879479 0.9826792 0.9585584 1.0388148 1.0737755 1.2546373 1.298035 1.0529735 0.8418253 0.8376837 0.8582723 0.8572502
AVE 1 0.5985547 1 0.8025579 1 0.6170712 1 0.5173202 1 0.6768216 1 0.776674 1 0.7450032 1 0.6299175 1 0.5936308 1 0.7406774 1 0.7725782 1 0.7348364 1 0.5350805 1 0.7550218 1 0.7338076 1 0.6072455 1 0.455168
STDEV 0.2356049 0.2288468 0.0485269 0.1559226 0.0620987 0.1658651 0.2750852 0.0871216 0.0900162 0.0865622 0.0923554 0.1281573 0.0675831 0.0607745 0.0665065 0.0575117 0.0538616 0.1283647 0.0541199 0.0486108 0.1778957 0.2121348 0.2021211 0.1560882 0.0808725 0.2102972 0.1532137 0.1359162 0.2792075 0.1712206 0.1333974 0.1812685 0.0851226 0.2363549
SQRT 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.6457513 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.6457513 2.8284271 2.6457513 2.8284271 2.6457513
ERROR 0.0832989 0.0934263 0.0171568 0.0636552 0.0219552 0.0677142 0.0972573 0.0355673 0.0318255 0.0353389 0.0326526 0.0484389 0.0238942 0.0248111 0.0235136 0.023479 0.019043 0.0524047 0.0191343 0.0198453 0.0628956 0.0866037 0.0714606 0.0637227 0.0285927 0.0858535 0.0541692 0.0554875 0.0987148 0.0647153 0.0471631 0.068513 0.0300954 0.0893338
TTEST 0.0077348 0.0051864 5.715E-05 0.0014482 2.031E-05 0.0017887 9.703E-06 1.412E-07 3.171E-06 8.234E-07 0.0496273 0.0206595 8.849E-05 0.0062854 0.0479642 0.0003322 3.72E-05
GluA1Kcnd2Akap5 Homer1 Homer2 Scn2b Kcnn2 Grid2 Chrm2 Slc6a11 Npy2rGluA2 GluA3 GluA4 NR2A NR2B mGluR3
PTD
Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.Relative lev.
1 0.9930703 0.4309101 1.3857662 0.1670741 1.1137106 0.8537355 0.8175449 0.8306949 1.3244039 0.7888909 0.9019862 2.2065399 0.96543 0.73698
2 1.2909722 0.5037602 1.530914 0.4112587 1.4253621 0.6826894 1.0106504 5.3580873 0.7888607 0.6254677 1.3429695 0.6228803 1.24214 0.47374
3 1.2119653 0.330844 1.3484517 0.2310671 1.4304283 0.3837066 1.7173384 1.1591699 1.2811897 0.4701149 1.2734679 0.7359495 1.13119 0.41282
4 0.9995635 0.3521783 0.8977332 0.155426 1.1408832 0.3098598 1.5618467 0.4872695 1.2738442 0.3232946 0.8824033 0.5128085 1.0231 0.37606
5 0.7742086 0.4033756 0.6960121 0.3469111 0.631485 1.277135 0.4058448 0.6810578 0.7728696 0.3185918 1.0915418 0.4522908 1.15906 0.34919
6 1.0613149 0.4340722 1.02389 0.4626643 0.8426996 0.9996257 0.5089816 2.7677325 0.806464 0.3768465 0.7636018 0.4860907 0.66519 0.25237
7 0.8941905 0.6542823 0.7665276 0.9728784 0.8594649 0.3039835 1.0466856 1.06538
8 0.7747149 0.4629505 0.6489036 1.0049148 0.8929031 0.6973438 0.74851
AVE 1 0.4091901 1 0.2957335 1 0.7511253 1 1.8806686 1 0.45817 1 0.8360933 1 0.43353
STDEV 0.2037571 0.0623805 0.356173 0.1298093 0.3258485 0.3696925 0.5394418 1.8911877 0.2461534 0.1850981 0.2096085 0.6794014 0.11023 0.16575
SQRT 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.6457513 2.8284271 2.4494897 2.82843 2.44949
ERROR 0.072039 0.0254667 0.1259262 0.0529944 0.1152048 0.1509263 0.1907215 0.7720742 0.0870284 0.0699605 0.0741078 0.2773645 0.03897 0.06767
TTEST 8.846E-06 0.0011961 0.2052848 0.2232297 0.0003748 0.5329516 0.00011














Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.Relative lev. Relative lev.Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.
1 1.05678 0.479351 0.863436 0.828112 1.011696 1.016695 0.83150 0.28925 1.17429 0.82930 0.74159 1.11768 0.43876 2.14258 0.714834 1.359564 1.00276 1.11528 1.0507 0.8687 0.86961 1.16264 0.89572 1.46386 0.63954 0.72972 0.94551 0.87750 0.69019 1.23475 0.84922 2.29778 1.03086 1.33225
2 0.71497 0.857163 1.162240 1.065378 1.116435 1.189281 0.91584 1.17306 0.67444 0.97284 0.80864 0.86506 2.09945 1.15711 1.117184 1.142194 1.25685 1.22975 1.0347 1.0595 1.11799 1.16945 0.82036 0.93317 0.67711 1.03272 1.15311 1.21974 0.61641 0.87314 0.74116 1.31633 0.91976 1.02854
3 0.90444 1.380467 1.036334 1.031916 1.236103 0.647527 0.69121 1.04168 0.80976 0.92769 1.07075 1.68492 1.18545 1.17689 0.789131 0.767848 1.21932 0.95356 0.9842 0.9357 0.98121 0.96570 1.08028 1.50700 1.01645 0.74735 1.04586 0.88618 1.44807 2.95959 0.80174 1.64087 0.95626 1.30597
4 1.77790 2.071646 1.172012 1.251190 0.802594 1.471241 1.13603 1.93454 0.92090 0.91275 0.96954 4.03947 0.97283 1.26735 0.753648 0.909739 1.01494 1.14028 0.9399 1.1539 0.92046 2.32014 0.99245 1.15300 1.05241 0.81433 1.07399 1.12554 0.86667 2.02206 1.44791 2.64171 1.05355 0.92324
5 0.81222 0.362243 1.225189 1.121154 0.828918 0.623552 1.06221 0.59909 0.84393 0.65567 0.96976 0.93273 1.26895 0.87197 1.222465 0.893192 0.47742 1.15591 0.8143 1.0500 1.14278 1.07497 1.13187 1.01622 1.27172 0.81091 0.62114 0.96429 0.74596 1.85437 1.49789 1.11138 1.11396 1.02774
6 1.39039 1.267149 1.060712 1.146468 1.021656 0.809388 1.38095 0.81611 1.60573 0.79227 1.15451 0.92982 0.44261 1.34123 0.980512 0.798088 1.10907 1.03653 1.1684 1.0326 1.05754 1.09922 1.06101 0.66430 0.95094 0.93653 1.00665 1.05824 1.19422 1.17521 0.55875 1.85484 0.94025 1.14409
7 0.48041 4.579905 0.891115 1.058656 1.142577 1.367812 0.37895 2.42070 1.01798 1.30682 0.76078 0.51826 0.76492 0.764404 0.989962 0.94708 1.19173 1.0045 1.1592 0.82351 1.15445 0.74506 0.61258 1.03743 1.94159 1.03946 0.93237 1.11131 0.51747 1.25181 0.89587
8 0.86288 1.155946 0.588960 1.231843 0.840022 1.219377 1.60330 0.60913 0.95297 1.21826 1.52442 1.35777 0.82701 1.657821 0.808145 0.97257 1.06367 1.0032 1.0392 1.08689 1.16374 1.27324 1.17571 1.35439 0.75049 1.11429 1.08466 1.32716 2.53602 0.85153 1.08948
AVE 1.00 1.52 1.00 1.09 1.00 1.04 1.00 1.11 1.00 0.95 1.00 1.43 1.00 1.33 1.00 0.96 1.00 1.11 1.00 1.04 1.00 1.26 1.00 1.07 1.00 0.97 1.00 1.02 1.00 1.65 1.00 1.81 1.00 1.13
STDEV 0.42 1.35 0.15 0.13 0.19 0.32 0.18 0.72 0.18 0.22 0.13 1.11 0.60 0.43 0.23 0.20 0.31 0.09 0.09 0.10 0.12 0.43 0.13 0.33 0.27 0.41 0.21 0.12 0.33 0.84 0.37 0.58 0.08 0.16
SQRT 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.45 2.83 2.45
ERROR 0.15 0.48 0.05 0.05 0.07 0.11 0.06 0.26 0.07 0.08 0.05 0.39 0.21 0.15 0.08 0.07 0.11 0.03 0.03 0.03 0.04 0.15 0.05 0.12 0.09 0.14 0.07 0.04 0.12 0.30 0.13 0.24 0.03 0.07
TTEST 0.315 0.315 0.741 0.710 0.710 0.303 0.247 0.764 0.241 0.465 0.118 0.625 0.864 0.803 0.061 0.007 0.081
TIMP1 MYD88CD32 CD206 CD209A MAPKAPK2 SPP1CCL7 CXCL10 TLR2 IL17RA CD16TNFα TGFB1 IL1α IL1β IL6
PTD-rec.
Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.Relative lev. Relative lev.Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.
1 1.05678 0.479351 0.863436 0.828112 1.011696 1.016695 0.83150 0.28925 1.17429 0.82930 0.74159 1.11768 0.43876 2.14258 0.714834 1.359564 1.00276 1.11528 1.0507 0.8687 0.86961 1.16264 0.89572 1.46386 0.63954 0.72972 0.94551 0.87750 0.69019 1.23475 0.84922 2.29778 1.03086 1.33225
2 0.71497 0.857163 1.162240 1.065378 1.116435 1.189281 0.91584 1.17306 0.67444 0.97284 0.80864 0.86506 2.09945 1.15711 1.117184 1.142194 1.25685 1.22975 1.0347 1.0595 1.11799 1.16945 0.82036 0.93317 0.67711 1.03272 1.15311 1.21974 0.61641 0.87314 0.74116 1.31633 0.91976 1.02854
3 0.90444 1.380467 1.036334 1.031916 1.236103 0.647527 0.69121 1.04168 0.80976 0.92769 1.07075 1.68492 1.18545 1.17689 0.789131 0.767848 1.21932 0.95356 0.9842 0.9357 0.98121 0.96570 1.08028 1.50700 1.01645 0.74735 1.04586 0.88618 1.44807 2.95959 0.80174 1.64087 0.95626 1.30597
4 1.77790 2.071646 1.172012 1.251190 0.802594 1.471241 1.13603 1.93454 0.92090 0.91275 0.96954 4.03947 0.97283 1.26735 0.753648 0.909739 1.01494 1.14028 0.9399 1.1539 0.92046 2.32014 0.99245 1.15300 1.05241 0.81433 1.07399 1.12554 0.86667 2.02206 1.44791 2.64171 1.05355 0.92324
5 0.81222 0.362243 1.225189 1.121154 0.828918 0.623552 1.06221 0.59909 0.84393 0.65567 0.96976 0.93273 1.26895 0.87197 1.222465 0.893192 0.47742 1.15591 0.8143 1.0500 1.14278 1.07497 1.13187 1.01622 1.27172 0.81091 0.62114 0.96429 0.74596 1.85437 1.49789 1.11138 1.11396 1.02774
6 1.39039 1.267149 1.060712 1.146468 1.021656 0.809388 1.38095 0.81611 1.60573 0.79227 1.15451 0.92982 0.44261 1.34123 0.980512 0.798088 1.10907 1.03653 1.1684 1.0326 1.05754 1.09922 1.06101 0.66430 0.95094 0.93653 1.00665 1.05824 1.19422 1.17521 0.55875 1.85484 0.94025 1.14409
7 0.48041 4.579905 0.891115 1.058656 1.142577 1.367812 0.37895 2.42070 1.01798 1.30682 0.76078 0.51826 0.76492 0.764404 0.989962 0.94708 1.19173 1.0045 1.1592 0.82351 1.15445 0.74506 0.61258 1.03743 1.94159 1.03946 0.93237 1.11131 0.51747 1.25181 0.89587
8 0.86288 1.155946 0.588960 1.231843 0.840022 1.219377 1.60330 0.60913 0.95297 1.21826 1.52442 1.35777 0.82701 1.657821 0.808145 0.97257 1.06367 1.0032 1.0392 1.08689 1.16374 1.27324 1.17571 1.35439 0.75049 1.11429 1.08466 1.32716 2.53602 0.85153 1.08948
AVE 1.00 1.52 1.00 1.09 1.00 1.04 1.00 1.11 1.00 0.95 1.00 1.43 1.00 1.33 1.00 0.96 1.00 1.11 1.00 1.04 1.00 1.26 1.00 1.07 1.00 0.97 1.00 1.02 1.00 1.65 1.00 1.81 1.00 1.13
STDEV 0.42 1.35 0.15 0.13 0.19 0.32 0.18 0.72 0.18 0.22 0.13 1.11 0.60 0.43 0.23 0.20 0.31 0.09 0.09 0.10 0.12 0.43 0.13 0.33 0.27 0.41 0.21 0.12 0.33 0.84 0.37 0.58 0.08 0.16
SQRT 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.83 2.45 2.83 2.45
ERROR 0.15 0.48 0.05 0.05 0.07 0.11 0.06 0.26 0.07 0.08 0.05 0.39 0.21 0.15 0.08 0.07 0.11 0.03 0.03 0.03 0.04 0.15 0.05 0.12 0.09 0.14 0.07 0.04 0.12 0.30 0.13 0.24 0.03 0.07
TTEST 0.315 0.315 0.741 0.710 0.710 0.303 0.247 0.764 0.241 0.465 0.118 0.625 0.864 0.803 0.061 0.007 0.081
TIMP1 MYD88CD32 CD206 CD209A MAPKAPK2 SPP1CCL7 CXCL10 TLR2 IL17RA CD16TNFα TGFB1 IL1α IL1β IL6
PTD reco.
Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
Relative lev. Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.
1 1.072446 0.9195809 1.014558 0.8209973 1.0210013 0.8141026 0.8268732 0.2552874 0.8175642 0.692182 0.8422621 1.0123993 1.0951313 0.8179848 1.0554878 0.6605454 0.9622793 0.6824222 0.9801902 0.8396293 1.1840876 0.6306338 1.2760606 0.5721115 1.0275096 0.7514839 0.9589494 1.018143 0.7579967 0.9297912 1.193737 1.1141099 0.9436644 0.9545243
2 0.9854698 0.9506067 1.2168186 0.9293591 1.1112955 0.8387608 1.2471176 0.8344639 1.0341166 0.9927493 1.0137407 1.1454543 1.2128528 1.1692532 1.0870304 1.0818867 1.011393 1.0195759 1.1119011 1.26053 1.1641122 0.981969 1.2024236 0.9831364 1.2098817 1.0396498 0.9237412 0.8432672 1.1284298 0.9989451 0.9656879 0.8942918 1.1191478 0.8757026
3 1.4165364 0.8825081 0.9983212 0.7692397 1.0695469 0.8162678 1.5643248 0.5725217 0.9602978 0.7468721 1.0862913 1.2795474 1.0912616 0.821761 1.0493466 0.7284436 1.0433792 0.7670952 1.1338909 0.8618041 0.7470897 0.5783213 0.767312 0.6794401 1.0528369 0.7470841 1.0077218 1.2188682 0.9652398 1.261027 0.8041753 1.0161802 1.0362756 1.2357798
4 1.0900114 0.6394075 1.1127917 0.8066414 1.0950093 0.7562145 1.1483577 0.6744596 1.1037314 0.6732491 1.0579481 0.8414264 1.0424065 0.7773296 1.0559766 0.7053184 1.0632653 0.7876767 1.0644703 0.7944066 1.0952699 0.9873697 1.227788 0.9388336 1.1059702 0.7774747 0.9841919 0.9025617 1.0639632 0.9426102 0.8215325 0.6036201 1.0945035 0.442739
5 1.0338567 0.7618624 0.7591595 0.8569631 0.8146202 0.9717588 0.4558257 0.7704763 0.9989856 1.056849 0.9333166 0.9667841 0.7337585 1.1032141 0.7759398 1.0222827 1.0398037 1.0844584 0.7698533 1.0456151 0.9519387 1.1437818 0.8419858 1.0245588 0.6485649 0.80113 1.0126841 0.9746563 1.0926923 0.8213349 1.1153814 0.8552918 0.9512031 1.0479556
6 0.9500395 0.7559443 1.0100603 0.7945464 0.9752644 0.8688141 1.0434133 0.9441821 1.0296665 0.9627431 1.0554991 1.0543638 0.9816708 0.9169134 1.0182849 0.9530137 0.9697947 1.0868017 0.9523917 1.1099367 1.1977736 0.8990277 1.2917229 0.9186494 1.0143992 0.751946 1.1179123 1.0221146 1.2704932 1.0199646 1.2082242 0.8845272 0.9679492 1.0613839
7 0.7261132 0.6334567 0.9940438 0.9194848 1.0093875 0.9602793 0.8248858 0.6200502 1.0699096 0.9226105 0.9023898 0.9659813 0.9000037 1.0391996 0.8953703 1.0267946 0.9340952 1.0406092 1.1852597 0.7712558 0.9047257 0.5958803 0.9773586 0.9355754 1.0154251 0.9013031 0.7699794 0.9299554 0.9236613
8 0.725527 0.5515479 0.8942469 0.9748227 0.903875 1.0103873 0.8892017 0.4709273 0.9857283 0.9886838 1.1085524 0.8769372 1.0584904 0.9187343 1.00347 0.8832902 1.023318 0.9466934 1.0150918 0.8884726 0.9259561 0.7968268 0.9119653 1.0052622 1.0123667 1.0934962 0.9512056 0.9613064 0.963595
AVE 1 0.7618643 1 0.8590068 1 0.8795731 1 0.6427961 1 0.8794923 1 1.0499959 1 0.9456188 1 0.8812914 1 0.9231804 1 1.0140342 1 0.8814731 1 0.8757567 1 0.86207 1 0.9966018 1 0.9956122 1 0.8946702 1 0.9363475
STDEV 0.2207312 0.1467775 0.1358947 0.0740894 0.1007096 0.0905671 0.3321928 0.2171348 0.0868129 0.1512825 0.096149 0.1507742 0.1473603 0.1466024 0.1034406 0.1618839 0.0588858 0.1571667 0.116326 0.1699166 0.1851824 0.1881368 0.2771999 0.1611856 0.1633229 0.1342119 0.0759294 0.1291154 0.1762337 0.1473522 0.156745 0.1727903 0.0738512 0.270336
SQRT 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897
ERROR 0.0780403 0.0518937 0.048046 0.0261945 0.0356062 0.0320203 0.1174479 0.0767687 0.030693 0.0534864 0.0339938 0.0533067 0.0520998 0.0518318 0.0365718 0.0572346 0.0208193 0.0555668 0.0411275 0.0600746 0.0654719 0.0665164 0.098005 0.0569877 0.0577434 0.0474511 0.0268451 0.0456492 0.062308 0.0601563 0.0554177 0.0705413 0.0261104 0.1103642
TTEST 1 0.0235263 0.0219581 0.0247461 1 0.0233071 0.0709569 1 0.4623295 1 0.4715445 0.1023955 1 0.2164076 1 0.8499103 1 0.2248087 1 0.2916097 0.0862194 1 0.9516062 1 0.9614948 1 0.2563114 1 0.5325195
NR2BAkap5 Homer1 Homer2 Scn2b Kcnn2 Kcnd2 GluA1 GluA2 GluA3 GluA4 NR2A mGluR3 Grid2 Chrm2 Slc6a11 Npy2r
PTD reco.
Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
Relative lev. Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev.Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.
1 1.072446 0.9195809 1.014558 0.8209973 1.0210013 0.8141026 0.8268732 0.2552874 0.8175642 0.692182 0.8422621 1.0123993 1.0951313 0.8179848 1.0554878 0.6605454 0.9622793 0.6824222 0.9801902 0.8396293 1.1840876 0.6306338 1.2760606 0.5721115 1.0275096 0.7514839 0.9589494 1.018143 0.7579967 0.9297912 1.193737 1.1141099 0.9436644 0.9545243
2 0.9854698 0.9506067 1.2168186 0.9293591 1.1112955 0.8387608 1.2471176 0.8344639 1.0341166 0.9927493 1.0137407 1.1454543 1.2128528 1.1692532 1.0870304 1.0818867 1.011393 1.0195759 1.1119011 1.26053 1.1641122 0.981969 1.2024236 0.9831364 1.2098817 1.0396498 0.9237412 0.8432672 1.1284298 0.9989451 0.9656879 0.8942918 1.1191478 0.8757026
3 1.4165364 0.8825081 0.9983212 0.7692397 1.0695469 0.8162678 1.5643248 0.5725217 0.9602978 0.7468721 1.0862913 1.2795474 1.0912616 0.821761 1.0493466 0.7284436 1.0433792 0.7670952 1.1338909 0.8618041 0.7470897 0.5783213 0.767312 0.6794401 1.0528369 0.7470841 1.0077218 1.2188682 0.9652398 1.261027 0.8041753 1.0161802 1.0362756 1.2357798
4 1.0900114 0.6394075 1.1127917 0.8066414 1.0950093 0.7562145 1.1483577 0.6744596 1.1037314 0.6732491 1.0579481 0.8414264 1.0424065 0.7773296 1.0559766 0.7053184 1.0632653 0.7876767 1.0644703 0.7944066 1.0952699 0.9873697 1.227788 0.9388336 1.1059702 0.7774747 0.9841919 0.9025617 1.0639632 0.9426102 0.8215325 0.6036201 1.0945035 0.442739
5 1.0338567 0.7618624 0.7591595 0.8569631 0.8146202 0.9717588 0.4558257 0.7704763 0.9989856 1.056849 0.9333166 0.9667841 0.7337585 1.1032141 0.7759398 1.0222827 1.0398037 1.0844584 0.7698533 1.0456151 0.9519387 1.1437818 0.8419858 1.0245588 0.6485649 0.80113 1.0126841 0.9746563 1.0926923 0.8213349 1.1153814 0.8552918 0.9512031 1.0479556
6 0.9500395 0.7559443 1.0100603 0.7945464 0.9752644 0.8688141 1.0434133 0.9441821 1.0296665 0.9627431 1.0554991 1.0543638 0.9816708 0.9169134 1.0182849 0.9530137 0.9697947 1.0868017 0.9523917 1.1099367 1.1977736 0.8990277 1.2917229 0.9186494 1.0143992 0.751946 1.1179123 1.0221146 1.2704932 1.0199646 1.2082242 0.8845272 0.9679492 1.0613839
7 0.7261132 0.6334567 0.9940438 0.9194848 1.0093875 0.9602793 0.8248858 0.6200502 1.0699096 0.9226105 0.9023898 0.9659813 0.9000037 1.0391996 0.8953703 1.0267946 0.9340952 1.0406092 1.1852597 0.7712558 0.9047257 0.5958803 0.9773586 0.9355754 1.0154251 0.9013031 0.7699794 0.9299554 0.9236613
8 0.725527 0.5515479 0.8942469 0.9748227 0.903875 1.0103873 0.8892017 0.4709273 0.9857283 0.9886838 1.1085524 0.8769372 1.0584904 0.9187343 1.00347 0.8832902 1.023318 0.9466934 1.0150918 0.8884726 0.9259561 0.7968268 0.9119653 1.0052622 1.0123667 1.0934962 0.9512056 0.9613064 0.963595
AVE 1 0.7618643 1 0.8590068 1 0.8795731 1 0.6427961 1 0.8794923 1 1.0499959 1 0.9456188 1 0.8812914 1 0.9231804 1 1.0140342 1 0.8814731 1 0.8757567 1 0.86207 1 0.9966018 1 0.9956122 1 0.8946702 1 0.9363475
STDEV 0.2207312 0.1467775 0.1358947 0.0740894 0.1007096 0.0905671 0.3321928 0.2171348 0.0868129 0.1512825 0.096149 0.1507742 0.1473603 0.1466024 0.1034406 0.1618839 0.0588858 0.1571667 0.116326 0.1699166 0.1851824 0.1881368 0.2771999 0.1611856 0.1633229 0.1342119 0.0759294 0.1291154 0.1762337 0.1473522 0.156745 0.1727903 0.0738512 0.270336
SQRT 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.4494897 2.8284271 2.4494897 2.8284271 2.4494897
ERROR 0.0780403 0.0518937 0.048046 0.0261945 0.0356062 0.0320203 0.1174479 0.0767687 0.030693 0.0534864 0.0339938 0.0533067 0.0520998 0.0518318 0.0365718 0.0572346 0.0208193 0.0555668 0.0411275 0.0600746 0.0654719 0.0665164 0.098005 0.0569877 0.0577434 0.0474511 0.0268451 0.0456492 0.062308 0.0601563 0.0554177 0.0705413 0.0261104 0.1103642
TTEST 1 0.0235263 0.0219581 0.0247461 1 0.0233071 0.0709569 1 0.4623295 1 0.4715445 0.1023955 1 0.2164076 1 0.8499103 1 0.2248087 1 0.2916097 0.0862194 1 0.9516062 1 0.9614948 1 0.2563114 1 0.5325195
NR2BAkap5 Homer1 Homer2 Scn2b Kcnn2 Kcnd2 GluA1 GluA2 GluA3 GluA4 NR2A mGluR3 Grid2 Chrm2 Slc6a11 Npy2r
PTD reco.
Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.Relative lev.
1 1.0096478 0.5661421 1.7571999 0.0998189 1.3081866 0.4323981 0.5333856 0.2767315 7.36E-01 8.94E-01 1.0389246 0.8059617 1.10187 1.04553
2 1.1574902 0.5452974 0.6686802 0.1693633 1.0278982 0.5298739 0.5703913 0.3293664 8.43E-01 1.31E+00 1.1775102 0.6909268 0.9873 0.89315
3 1.0479788 0.4457446 0.8285537 0.1240426 0.8716093 0.4566356 1.178829 0.3094781 9.81E-01 9.68E-01 1.266886 0.420189 1.23981 0.69656
4 1.4370764 0.4774002 1.6431525 0.2229133 1.3278069 0.5254549 1.9919441 0.3183265 1.06E+00 5.84E-01 0.9988829 0.5761696 1.01797 0.86018
5 1.1822303 0.7335241 1.1018555 0.246479 1.1576822 0.8231486 1.2698706 0.5553208 1.76E+00 1.20E+00 0.7346777 0.6488749 0.91333 0.66675
6 0.958387 0.6265305 1.0903805 0.3483381 0.918718 0.5780119 0.8134576 0.9115132 8.17E-01 9.61E-01 1.1076869 0.5769244 1.03911 0.67777
7 0.7188365 0.6242309 0.3554967 0.229826 0.8556504 0.5144106 0.9166852 0.4383522 7.99E-01 0.8801235 0.5023899 0.82525 0.69084
8 0.488353 0.609596 0.5546809 0.1772374 0.5324484 0.5879474 0.7254366 0.4344046 1.00E+00 0.7953082 0.5254304 0.87535 0.64818
AVE 1 0.5785582 1 0.2022523 1 0.5559851 1 0.4466867 1.00 0.99 1 0.5933583 1 0.77237
STDEV 0.1674734 0.0914158 0.4839321 0.0781948 0.1926538 0.1203385 0.5982844 0.2090921 0.40 0.25 0.2032503 0.1202643 0.12484 0.14384
SQRT 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.8284271 2.83 2.45 2.8284271 2.8284271 2.82843 2.82843
ERROR 0.0592108 0.0323204 0.1710958 0.027646 0.0681134 0.0425461 0.2115255 0.0739252 0.14 0.10 0.0718598 0.0425198 0.04414 0.05086
TTEST 0.0015884 0.0005514 0.0007077 0.0096899 0.929072 1 0.000137 0.00538















Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.
1 1.217394 10.94268 0.960978 1.229291 0.773801 1.746495 0.958105 3.202332 0.690995 8.194613 0.932008 0.956912 0.855545 0.935751 1.025933 0.740744 0.760954 0.634827 0.436586 0.382113 0.495035 0.478396 0.572592 0.781443 0.903534 0.978158 0.922635 1.245696
2 0.935706 7.459958 1.221945 1.863213 1.048313 2.831179 1.134383 4.21725 1.115781 15.47529 1.152214 0.737884 1.16183 0.856339 1.205739 0.655184 1.145557 0.294455 0.99773 0.214753 1.15162 0.280483 1.493313 0.157274 1.259712 0.923954 1.45127 0.752343
3 1.218225 14.55434 0.896581 2.508729 1.198393 3.223923 1.043237 8.059977 1.073766 17.88248 0.836069 1.087616 0.796128 1.054871 0.753372 0.806149 0.654373 0.388606 0.478519 0.287862 0.508486 0.302468 0.996967 0.204374 0.681034 1.197252 0.629268 1.285038
4 0.628675 8.233456 0.920496 1.932844 0.979493 2.308477 0.864275 3.878416 1.119457 12.04569 1.079709 1.376802 1.186497 1.009575 1.014955 1.105483 1.439115 0.501373 2.087165 0.846289 1.844858 0.53882 0.937128 0.408509 1.15572 1.64663 0.996827 2.863153
Ave 1 10.29761 1 1.883519 1 2.527519 1 4.839494 1 13.39952 1 1.039804 1 0.964134 1 0.82689 1 0.454815 1 0.432754 1 0.400042 1 0.3879 1 1.186498 1 1.536557
Stdev 0.281009 3.206706 0.150332 0.52337 0.176334 0.641656 0.115621 2.188048 0.207043 4.216226 0.142617 0.267008 0.202815 0.087032 0.186235 0.195745 0.360837 0.146823 0.768399 0.284074 0.641183 0.12808 0.378593 0.284119 0.259964 0.32872 0.340138 0.917008
sqrt 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2
error 0.140505 1.603353 0.075166 0.261685 0.088167 0.320828 0.057811 1.094024 0.103522 2.108113 0.071309 0.133504 0.101407 0.043516 0.093117 0.097872 0.180418 0.073412 0.384199 0.142037 0.320592 0.06404 0.189296 0.142059 0.129982 0.16436 0.170069 0.458504
t 0.001176 0.017575 0.003727 0.012754 0.001077 0.801362 0.756199 0.247337 0.031207 0.2154 0.116156 0.041419 0.407726 0.314629
CREB Adcy1Homer1 Homer2 Egr1 Egr2 Arc Npas4Akap5TNFα IL1α IL1β TLR2 CCL7
Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.
1 1.217394 10.94268 0.960978 1.229291 0.773801 1.746495 0.958105 3.202332 0.690995 8.194613 0.932008 0.956912 0.855545 0.935751 1.025933 0.740744 0.760954 0.634827 0.436586 0.382113 0.495035 0.478396 0.572592 0.781443 0.903534 0.978158 0.922635 1.245696
2 0.935706 7.459958 1.221945 1.863213 1.048313 2.831179 1.134383 4.21725 1.115781 15.47529 1.152214 0.737884 1.16183 0.856339 1.205739 0.655184 1.145557 0.294455 0.99773 0.214753 1.15162 0.280483 1.493313 0.157274 1.259712 0.923954 1.45127 0.752343
3 1.218225 14.55434 0.896581 2.508729 1.198393 3.223923 1.043237 8.059977 1.073766 17.88248 0.836069 1.087616 0.796128 1.054871 0.753372 0.806149 0.654373 0.388606 0.478519 0.287862 0.508486 0.302468 0.996967 0.204374 0.681034 1.197252 0.629268 1.285038
4 0.628675 8.233456 0.920496 1.932844 0.979493 2.308477 0.864275 3.878416 1.119457 12.04569 1.079709 1.376802 1.186497 1.009575 1.014955 1.105483 1.439115 0.501373 2.087165 0.846289 1.844858 0.53882 0.937128 0.408509 1.15572 1.64663 0.996827 2.863153
Ave 1 10.29761 1 1.883519 1 2.527519 1 4.839494 1 13.39952 1 1.039804 1 0.964134 1 0.82689 1 0.454815 1 0.432754 1 0.400042 1 0.3879 1 1.186498 1 1.536557
Stdev 0.281009 3.206706 0.150332 0.52337 0.176334 0.641656 0.115621 2.188048 0.207043 4.216226 0.142617 0.267008 0.202815 0.087032 0.186235 0.195745 0.360837 0.146823 0.768399 0.284074 0.641183 0.12808 0.378593 0.284119 0.259964 0.32872 0.340138 0.917008
sqrt 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2
error 0.140505 1.603353 0.075166 0.261685 0.088167 0.320828 0.057811 1.094024 0.103522 2.108113 0.071309 0.133504 0.101407 0.043516 0.093117 0.097872 0.180418 0.073412 0.384199 0.142037 0.320592 0.06404 0.189296 0.142059 0.129982 0.16436 0.170069 0.458504
t 0.001176 0.017575 0.003727 0.012754 0.001077 0.801362 0.756199 0.247337 0.031207 0.2154 0.116156 0.041419 0.407726 0.314629
CREB Adcy1Homer1 Homer2 Egr1 Egr2 Arc Npas4Akap5TNFα IL1α IL1β TLR2 CCL7
Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.
1 1.12164 2.177598 1.151457 0.960258 0.973466 0.932505 0.788682 1.737863 0.827631 0.900335 0.992483 1.107119 0.820997 1.232463 1.054527 1.452625 0.741763 0.882071 0.645815 0.689989 0.876303 0.814295 0.967926 0.491548 0.88202 1.350408 0.788993 1.351686
2 0.556031 2.556321 1.178794 1.253644 1.241807 1.180607 0.952018 1.701996 1.051181 0.897928 1.120326 1.26001 1.307429 1.164126 1.237799 1.356493 1.262172 0.88271 1.194673 0.726612 0.981206 0.710672 1.412529 1.580747 1.246255 1.295311 1.53123 1.502129
3 1.30763 2.206666 1.274026 1.510597 1.216121 1.143099 1.595346 1.921695 1.17307 1.329655 1.080497 1.659855 0.980168 1.253569 1.062169 1.582229 1.081534 0.938982 1.024536 0.802855 0.984142 0.923845 1.096444 2.654145 1.053555 1.720319 1.200633 2.16778
4 1.083841 1.715334 0.708841 1.133472 0.692909 0.870903 0.784833 1.530101 0.969236 0.808156 0.807907 1.076396 0.890945 1.075627 0.756091 1.389827 0.884249 0.914123 1.004381 0.917284 1.07961 0.662605 0.709991 0.519705 0.82231 1.306629 0.568198 1.271388
5 0.930858 0.686882 0.875696 0.879122 0.978882 0.998787 1.000461 0.889414 1.030282 1.130596 1.078739 0.81311 0.99586 0.910946
Ave 1 2.16398 1 1.214493 1 1.031779 1 1.722914 1 0.984019 1 1.275845 1 1.181446 1 1.445293 1 0.904472 1 0.784185 1 0.777854 1 1.311536 1 1.418167 1 1.573246
Stdev 0.282113 0.345071 0.279649 0.231236 0.232185 0.153056 0.339964 0.160574 0.126171 0.234383 0.120328 0.268305 0.186307 0.080212 0.183785 0.099611 0.197727 0.027444 0.212733 0.100418 0.084326 0.116099 0.273653 1.028664 0.165091 0.202831 0.374622 0.407732
sqrt 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2
error 0.126165 0.172535 0.125063 0.115618 0.103836 0.076528 0.152037 0.080287 0.056425 0.117192 0.053812 0.134153 0.083319 0.040106 0.082191 0.049806 0.088426 0.013722 0.095137 0.050209 0.037712 0.058049 0.122381 0.514332 0.073831 0.101416 0.167536 0.203866
t 0.000829 0.25851 0.821383 0.006043 0.898801 0.076211 0.114959 0.003458 0.375679 0.106479 0.012448 0.530829 0.011122 0.064119
Arc Npas4TNFα IL1α IL1β TLR2 CCL7 Akap5 CREB Adcy1Homer1 Homer2 Egr1 Egr2
Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD Ctrl PTD
Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.Relative lev.
1 1.12164 2.177598 1.151457 0.960258 0.973466 0.932505 0.788682 1.737863 0.827631 0.900335 0.992483 1.107119 0.820997 1.232463 1.054527 1.452625 0.741763 0.882071 0.645815 0.689989 0.876303 0.814295 0.967926 0.491548 0.88202 1.350408 0.788993 1.351686
2 0.556031 2.556321 1.178794 1.253644 1.241807 1.180607 0.952018 1.701996 1.051181 0.897928 1.120326 1.26001 1.307429 1.164126 1.237799 1.356493 1.262172 0.88271 1.194673 0.726612 0.981206 0.710672 1.412529 1.580747 1.246255 1.295311 1.53123 1.502129
3 1.30763 2.206666 1.274026 1.510597 1.216121 1.143099 1.595346 1.921695 1.17307 1.329655 1.080497 1.659855 0.980168 1.253569 1.062169 1.582229 1.081534 0.938982 1.024536 0.802855 0.984142 0.923845 1.096444 2.654145 1.053555 1.720319 1.200633 2.16778
4 1.083841 1.715334 0.708841 1.133472 0.692909 0.870903 0.784833 1.530101 0.969236 0.808156 0.807907 1.076396 0.890945 1.075627 0.756091 1.389827 0.884249 0.914123 1.004381 0.917284 1.07961 0.662605 0.709991 0.519705 0.82231 1.306629 0.568198 1.271388
5 0.930858 0.686882 0.875696 0.879122 0.978882 0.998787 1.000461 0.889414 1.030282 1.130596 1.078739 0.81311 0.99586 0.910946
Ave 1 2.16398 1 1.214493 1 1.031779 1 1.722914 1 0.984019 1 1.275845 1 1.181446 1 1.445293 1 0.904472 1 0.784185 1 0.777854 1 1.311536 1 1.418167 1 1.573246
Stdev 0.282113 0.345071 0.279649 0.231236 0.232185 0.153056 0.339964 0.160574 0.126171 0.234383 0.120328 0.268305 0.186307 0.080212 0.183785 0.099611 0.197727 0.027444 0.212733 0.100418 0.084326 0.116099 0.273653 1.028664 0.165091 0.202831 0.374622 0.407732
sqrt 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2 2.236068 2
error 0.126165 0.172535 0.125063 0.115618 0.103836 0.076528 0.152037 0.080287 0.056425 0.117192 0.053812 0.134153 0.083319 0.040106 0.082191 0.049806 0.088426 0.013722 0.095137 0.050209 0.037712 0.058049 0.122381 0.514332 0.073831 0.101416 0.167536 0.203866
t 0.000829 0.25851 0.821383 0.006043 0.898801 0.076211 0.114959 0.003458 0.375679 0.106479 0.012448 0.530829 0.011122 0.064119
Arc Npas4TNFα IL1α IL1β TLR2 CCL7 Akap5 CREB Adcy1Homer1 Homer2 Egr1 Egr2
107 
 
データ集 DIEDML-B1 欠乏マウス 













training test index training test index training test index training test index
1 90 72 0.8 95 86 0.905263 92 69 0.75 93 84 0.903226
2 88 61 0.693182 63 63 1 109 81 0.74312 95 76 0.8
3 54 68 1.259259 78 57 0.730769 102 81 0.79412 70 57 0.814286
4 83 53 0.638554 76 72 0.947368 103 42 0.40777 66 30 0.454545
5 87 48 0.551724 99 81 0.818182 83 58 0.6988 63 31 0.492063
6 73 42 0.575342 83 95 1.144578 53 51 0.96226 51 66 1.294118
7 76 57 0.75 69 63 0.913043 67 27 0.40299 53 56 1.056604
8 65 60 0.923077 54 53 0.981481 61 38 0.62295 89 70 0.786517
9 78 64 0.820513 79 78 0.987342 101 65 0.64356 97 80 0.824742
10 61 60 0.983607 83 84 1.012048 57 35 0.61404 71 78 1.098592
11 63 43 0.68254 78 77 0.987179 59 51 0.86441 93 59 0.634409
12 79 69 0.873418 84 90 1.071429 79 49 0.62025 89 86 0.966292
13 71 66 0.929577 92 109 1.184783 95 73 0.76842 79 74 0.936709
14 100 83 0.83 65 62 0.953846 92 59 0.6413 74 67 0.905405
15 84 86 1.02381 86 74 0.860465 83 73 0.87952 53 41 0.773585
16 56 38 0.678571 66 42 0.63636 104 88 0.846154
17 80 55 0.6875 76 34 0.44737
18 49 48 0.979592 82 60 0.73171
19
20
ave 74.27778 59.61111 0.81557 78.93333 76.26667 0.966519 81.11111 54.88889 0.67939 77.5 65.1875 0.849203
stdev 13.90643 13.31138 0.180611 12.30254 15.31324 0.116679 17.573 16.56676 0.15475 17.30511 18.42903 0.211965
sqrt 4.242641 4.242641 4.242641 3.872983 3.872983 3.872983 4.242641 4.242641 4.24264 4 4 4
error 3.277778 3.137522 0.04257 3.176501 3.953861 0.030126 4.141997 3.904823 0.03647 4.326276 4.607258 0.052991



















従属変数:   index 
ソース タイプ III 平方和自由度 平均平方 F 値 有意確率 偏イータ 2 乗
修正モデル.668a 3 0.223 10.099 0 0.615
切片 78.207 1 78.207 3547.47 0 0.995
B1 0.463 1 0.463 20.98 0 0.525
Tg 0.201 1 0.201 9.131 0.007 0.325
B1 * Tg 0.016 1 0.016 0.725 0.405 0.037
誤差 0.419 19 0.022
総和 79.009 23
修正総和 1.087 22
a R2 乗 = .615 (調整済み R2 乗 = .554)
記述統計
VAR00002 
度数 平均値 標準偏差 標準誤差 平均値の 95% 信頼区間最小値 最大値 グループ間変動
下限 上限
1 6 1.9246 0.20602 0.08411 1.7084 2.1408 1.63 2.16
2 6 1.5872 0.05137 0.02097 1.5333 1.6411 1.52 1.67
3 5 2.0594 0.18166 0.08124 1.8338 2.285 1.86 2.27
4 6 1.8278 0.11086 0.04526 1.7114 1.9441 1.67 2.01
合計 23 1.8406 0.22226 0.04634 1.7445 1.9367 1.52 2.27
モデル 固定効果 0.14848 0.03096 1.7758 1.9054
変量効果 0.09872 1.5265 2.1548 0.03495
VAR00002
VAR00001度数 α= 0.05 のサブグループ
1 2 3
Student-Newman-Keuls の検定a,b2 6 1.5872
4 6 1.8278
1 6 1.9246 1.9246
3 5 2.0594
有意確率 1 0.284 0.141
ave 1.9246 1.58721 2.0594 1.82778
st 0.20602 0.05137 0.18166 0.11086
sq 2.44949 2.44949 2.23607 2.44949
er 0.08411 0.02097 0.08124 0.04526
Thy1-C Thy1-P Thy1/DIEDML-CThy1/DIEDML-P
1 1.86992 1.6018 1.91489 1.799
2 1.7609 1.67036 1.86425 1.85569
3 2.0583 1.54472 2.02328 1.67276
4 2.07213 1.58442 2.271 1.83314
5 1.62782 1.59892 2.22358 2.01361




IPA (downregulated gene のみ) 
 
IPA gene list 
GP6 signaling pathway 
 
 
Ingenuity Canonical Pathways  -log(p-value)Ratio z-score
Hepatic Fibrosis / Hepatic Stellate Cell Activation 8.16 0.124 #NUM!
GP6 Signaling Pathway 6.07 0.128 -4
Agranulocyte Adhesion and Diapedesis 4.21 0.0881 #NUM!
Sertoli Cell-Sertoli Cell Junction Signaling 3.67 0.0825 #NUM!
Cardiomyocyte Differentiation via BMP Receptors 3.63 0.25 #NUM!
LXR/RXR Activation 3.62 0.0992 -1.508
Coagulation System 3.3 0.171 0.816
Glutathione Redox Reactions I 3.23 0.208 -2.236
Granulocyte Adhesion and Diapedesis 3.2 0.0809 #NUM!
LPS/IL-1 Mediated Inhibition of RXR Function 2.96 0.0711 0.378
Breast Cancer Regulation by Stathmin1 2.83 0.0525 -4.849
Serotonin Receptor Signaling 2.81 0.14 #NUM!
Leukocyte Extravasation Signaling 2.74 0.0725 -1.265
The Visual Cycle 2.61 0.2 -2
Acute Phase Response Signaling 2.57 0.0722 -2.121
Retinoate Biosynthesis I 2.52 0.147 -2.236
HIF1α Signaling 2.5 0.0683 -2.673
Aryl Hydrocarbon Receptor Signaling 2.46 0.0769 -1.633
Xenobiotic Metabolism AHR Signaling Pathway 2.45 0.0941 -2.828
FXR/RXR Activation 2.38 0.0794 #NUM!
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
COL13A1 collagen type XIII alpha 1 chainCol13a1 -1.252 -2.381 0.02 0.519 Up
Col17a1 collagen, type XVII, alpha 1Col17a1 -2.172 -4.508 0.000157 0.0377 Up
COL18A1 collagen type XVIII alpha 1 chainCol18a1 -0.592 -1.508 0.039 0.689 Up
COL23A1 collagen type XXIII alpha 1 chainCol23a1 -0.735 -1.664 0.000837 0.1 Up
COL28A1 collagen type XXVIII alpha 1 chainCol28a1 -1.909 -3.755 0.0194 0.512 Up
COL4A3 collagen type IV alpha 3 chainCol4a3 -1.694 -3.235 0.000831 0.0999 Up
COL4A4 collagen type IV alpha 4 chainCol4a4 -1.542 -2.913 0.000641 0.091 Up
COL4A5 collagen type IV alpha 5 chainCol4a5 -0.593 -1.508 0.041 0.703 Up
COL8A1 collagen type VIII alpha 1 chainCol8a1 -1.528 -2.884 0.0131 0.436 Up
COL8A2 collagen type VIII alpha 2 chainCol8a2 -1.455 -2.741 0.00219 0.174 Up
COL9A3 collagen type IX alpha 3 chainCol9a3 -1.105 -2.151 0.000481 0.0787 Up
LAMB2 laminin subunit beta 2Lam 2 -0.427 -1.344 0.0141 0.453 Up
LAMB3 laminin subunit beta 3Lam 3 -0.846 -1.798 0.017 0.484 Up
LAMC2 laminin subunit gamma 2Lamc2 -1.5 -2.828 2.86E-05 0.013 Up
PRKCH protein kinase C etaPrkch -0.53 -1.444 0.0467 0.73 Up
















Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
AGT angiotensinogenA t -0.629 -1.547 0.00464 0.26 Up
HMGCR 3-hydroxy-3-methylglutaryl-CoA reductaseH gcr -0.411 -1.329 0.0274 0.592  
IL1B interleukin 1 betaIl1b -1.075 -2.107 0.0411 0.703 Down
LBP lipopolysaccharide binding proteinLbp -1.276 -2.421 0.00267 0.19 Down
LDLR low density lipoprotein receptorLdlr -0.574 -1.489 0.00751 0.328 Up
PLTP phospholipid transfer proteinPltp -0.532 -1.445 0.0146 0.459 Up
PON1 paraoxonase 1Pon1 -2.952 -7.739 2.26E-05 0.0112 Up
PON3 paraoxonase 3Pon3 -1.311 -2.481 0.00123 0.122 Up
RXRG retinoid X receptor gammaRxrg -0.628 -1.545 0.0136 0.447 Up
TF transferrin Trf -0.384 -1.305 0.0182 0.496 Up
TNF tumor necrosis factorTnf -1.337 -2.527 0.0316 0.628 Down
TTR transthyretinTtr -2.204 -4.606 0.00234 0.178 Up
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
BDKRB1 bradykinin receptor B1Bdkrb1 -1.45 -2.733 0.0459 0.726 Down
F5 coagulation factor VF5 -2.151 -4.441 0.000382 0.0689 Up
PLAUR plasminogen activator, urokinase receptorPl ur -0.803 -1.745 0.0221 0.541 Up
SERPINC1 serpin family C member 1Serpinc1 -1.352 -2.553 0.031 0.623 Down
SERPIND1 serpin family D member 1Serpind1 -1.001 -2.002 0.0241 0.564 Down
SERPINE1 serpin family E member 1Serpin 1 -0.956 -1.939 0.049 0.742 Down
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
GPX3 glutathione peroxidase 3Gpx3 -0.768 -1.703 0.00268 0.19 Up
GPX8 glutathione peroxidase 8 (putative)Gpx8 -1.123 -2.178 0.000989 0.108 Up
GSTM1 glutathione S-transferase mu 1Gs m2 -0.851 -1.804 0.0146 0.459 Up
GSTP1 glutathione S-transferase pi 1Gs p2 -2.35 -5.098 0.000651 0.091 Up
Gstt1 glutathione S-transferase, theta 1Gs t1 -0.668 -1.589 0.00441 0.255 Up
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Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
ACOX2 acyl-CoA oxidase 2Acox2 -1.414 -2.665 0.0274 0.592 Down
ALDH1A2 aldehyde dehydrogenase 1 family member A2Aldh1a2 -0.873 -1.832 0.0212 0.534  
CPT1A carnitine palmitoyltransferase 1ACpt1a -0.459 -1.375 0.003 0.2 Down
CYP2A6 (includes others)cytochrome P450 family 2 subfamily A member 6Cyp2a5 -5.102 -34.334 6.5E-07 0.000703  
GSTA3 glutathione S-transferase alpha 3Gs a3 -0.869 -1.827 0.0398 0.697  
GSTM1 glutathione S-transferase mu 1Gs m2 -0.851 -1.804 0.0146 0.459  
GSTP1 glutathione S-transferase pi 1Gs p2 -2.35 -5.098 0.000651 0.091  
HMGCS2 3-hydroxy-3-methylglutaryl-CoA synthase 2H gcs2 -0.987 -1.98 3.99E-06 0.00364  
IL1B interleukin 1 betaIl1b -1.075 -2.107 0.0411 0.703 Up
LBP lipopolysaccharide binding proteinLbp -1.276 -2.421 0.00267 0.19 Up
MAOB monoamine oxidase BMaob -0.448 -1.365 0.0209 0.53  
PLTP phospholipid transfer proteinPltp -0.532 -1.445 0.0146 0.459 Down
SLCO1A2 solute carrier organic anion transporter family member 1A2Slc 1a5 -1.831 -3.558 0.00514 0.269 Down
SULT1C2 sulfotransferase family 1C member 2Sult1c2 -2.214 -4.639 3.52E-05 0.014  
SULT1C3 sulfotransferase family 1C member 3Sult1c1 -2.118 -4.34 0.00127 0.123  
TNF tumor necrosis factorTnf -1.337 -2.527 0.0316 0.628 Up
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Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
ACKR4 atypical chemokine receptor 4Ackr4 -1.867 -3.648 0.000247 0.0519 Up
ADGRA3 adhesion G protein-coupled receptor A3Adgra3 -0.433 -1.35 0.0195 0.512 Up
ARHGEF3 Rho guanine nucleotide exchange factor 3Arhgef3 -0.296 -1.228 0.0444 0.718 Up
ARHGEF5 Rho guanine nucleotide exchange factor 5Arhgef5 -0.936 -1.913 0.00443 0.256 Up
BDKRB1 bradykinin receptor B1Bdkrb1 -1.45 -2.733 0.0459 0.726 Up
BMP6 bone morphogenetic protein 6Bmp6 -1.491 -2.811 0.000004 0.00364 Up
BRS3 bombesin receptor subtype 3Brs3 -2.579 -5.974 0.0167 0.479 Up
CALCR calcitonin receptorCalcr -2.717 -6.575 0.000117 0.031 Up
CAMK2D calciumcalmodulin dependent protein kinase II deltaCamk2d -0.464 -1.38 0.0147 0.459 Down
CCKAR cholecystokinin A receptorCckar -2.087 -4.248 0.0259 0.579 Up
CCKBR cholecystokinin B receptorCckbr -1.264 -2.401 1.31E-05 0.009 Up
CHRM5 cholinergic receptor muscarinic 5Chrm5 -1.022 -2.031 0.000724 0.0946 Up
GLP2R glucagon like peptide 2 receptorGlp2r -0.756 -1.689 0.0286 0.6 Up
GPR39 G protein-coupled receptor 39Gpr39 -2.563 -5.91 0.0387 0.687 Up
GPR88 G protein-coupled receptor 88Gpr88 -1.009 -2.013 0.00887 0.348 Up
GPRC5A G protein-coupled receptor class C group 5 member AGprc5a -1.987 -3.96 0.000105 0.0287 Up
HCAR2 hydroxycarboxylic acid receptor 2Hcar2 -1.366 -2.578 0.0141 0.453 Up
HRH1 histamine receptor H1Hrh1 -0.899 -1.865 0.0013 0.124 Up
HTR1B 5-hydroxytryptamine receptor 1BHtr1b -0.627 -1.545 0.019 0.505 Up
HTR2A 5-hydroxytryptamine receptor 2AHtr2a -0.509 -1.423 0.0426 0.714 Up
HTR2C 5-hydroxytryptamine receptor 2CHtr2c -0.43 -1.347 0.00969 0.367 Up
NTSR1 neurotensin receptor 1Ntsr1 -0.808 -1.75 0.00311 0.205 Up
OXTR oxytocin receptorOxtr -0.547 -1.461 0.00803 0.338 Up
PRKCH protein kinase C etaPrkch -0.53 -1.444 0.0467 0.73 Up
PRKCQ protein kinase C thetaPrkcq -0.756 -1.689 0.000599 0.0901 Up
RRH retinal pigment epithelium-derived rhodopsin homologRrh -1.42 -2.676 0.0343 0.658 Up
SMO smoothened, frizzled class receptorSmo -0.403 -1.322 0.028 0.596 Up
SSTR4 somatostatin receptor 4Sstr4 -0.383 -1.304 0.0468 0.73 Up
STMN1 stathmin 1 Stmn1 -0.361 -1.284 0.0177 0.49 Up
TACR1 tachykinin receptor 1Tacr1 -0.63 -1.547 0.0439 0.715 Up
TUBA1C tubulin alpha 1cTuba1c -1.509 -2.846 4.63E-06 0.00404 Down
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Leukocyte Extravasation signaling 
 
 
The visual cycle 
 
 
Acute phase response signaling 
 
 
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
ARHGAP6 Rho GTPase activating protein 6Arhgap6 -0.679 -1.601 0.0295 0.608 Down
CLDN1 claudin 1 Cldn1 -1.431 -2.697 0.00797 0.337  
CLDN2 claudin 2 Cldn2 -1.992 -3.977 0.00153 0.138  
CTNNA1 catenin alpha 1Ctnna1 -0.372 -1.294 0.018 0.495 Up
CTNND1 catenin delta 1Ctnnd1 -0.539 -1.453 0.000733 0.0946 Up
CYBB cytochrome b-245 beta chainCybb -1.465 -2.76 0.0277 0.595  
DLC1 DLC1 Rho GTPase activating proteinDlc1 -0.295 -1.227 0.0473 0.733 Down
F11R F11 receptorF11r -0.626 -1.544 0.0253 0.573 Up
MMP19 matrix metallopeptidase 19Mmp19 -0.837 -1.786 0.0456 0.724 Up
PRKCH protein kinase C etaPrkch -0.53 -1.444 0.0467 0.73 Up
PRKCQ protein kinase C thetaPrkcq -0.756 -1.689 0.000599 0.0901 Up
TIMP2 TIMP metallopeptidase inhibitor 2Timp2 -0.339 -1.265 0.0342 0.658 Down
VCAM1 vascular cell adhesion molecule 1Vcam1 -0.517 -1.431 0.0141 0.453 Up
VCL vinculin Vcl -0.528 -1.441 0.00827 0.342  
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
DHRS3 dehydrogenasereductase 3Dhrs3 -0.388 -1.309 0.0356 0.667 Up
RBP1 retinol binding protein 1Rbp1 -0.852 -1.805 0.00419 0.247 Up
RBP7 retinol binding protein 7Rbp7 -2.965 -7.807 0.0282 0.596 Up
RDH5 retinol dehydrogenase 5Rdh5 -1.614 -3.061 0.000277 0.0555 Up
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
AGT angiotensinogenA t -0.629 -1.547 0.00464 0.26 Up
FOS Fos proto-oncogene, AP-1 transcription factor subunitFos -1.003 -2.004 0.0276 0.595 Up
IL1B interleukin 1 betaIl1b -1.075 -2.107 0.0411 0.703 Up
ITIH3 inter-alpha-trypsin inhibitor heavy chain 3Itih3 -0.429 -1.346 0.0207 0.527  
LBP lipopolysaccharide binding proteinLbp -1.276 -2.421 0.00267 0.19 Up
OSM oncostatin MOsm -1.805 -3.495 0.00973 0.369 Up
RBP1 retinol binding protein 1Rbp1 -0.852 -1.805 0.00419 0.247  
RBP7 retinol binding protein 7Rbp7 -2.965 -7.807 0.0282 0.596  
SERPIND1serpin family D member 1Serpind1 -1.001 -2.002 0.0241 0.564  
SERPINE1serpin family E member 1Serpin 1 -0.956 -1.939 0.049 0.742 Up
TF transferrin Trf -0.384 -1.305 0.0182 0.496  
TNF tumor necrosis factorTnf -1.337 -2.527 0.0316 0.628 Up
TTR transthyretinTtr -2.204 -4.606 0.00234 0.178 Down
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Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
ALDH1A2 aldehyde dehydrogenase 1 family member A2Aldh1a2 -0.873 -1.832 0.0212 0.534 Up
DHRS3 dehydrogenasereductase 3Dhrs3 -0.388 -1.309 0.0356 0.667 Up
RBP1 retinol binding protein 1Rbp1 -0.852 -1.805 0.00419 0.247 Up
RBP7 retinol binding protein 7Rbp7 -2.965 -7.807 0.0282 0.596 Up
RDH5 retinol dehydrogenase 5Rdh5 -1.614 -3.061 0.000277 0.0555 Up
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
ADM adrenomedullinAdm -1.205 -2.306 0.00108 0.113 Up
BMP6 bone morphogenetic protein 6Bmp6 -1.491 -2.811 0.000004 0.00364 Up
CAMK2D calciumcalmodulin dependent protein kinase II deltaCamk2d -0.464 -1.38 0.0147 0.459 Up
CYBB cytochrome b-245 beta chainCybb -1.465 -2.76 0.0277 0.595 Up
FLT1 fms related receptor tyrosine kinase 1Flt1 -0.558 -1.472 0.00227 0.177 Up
HSPA5 heat shock protein family A (Hsp70) member 5Hspa5 -0.386 -1.307 0.0153 0.465 Down
HSPA1A/HSPA1Bheat shock protein family A (Hsp70) member 1AHspa1a -0.374 -1.296 0.0349 0.664 Down
IGF2 insulin like growth factor 2Igf2 -1.443 -2.719 0.000114 0.0305 Up
MMP19 matrix metallopeptidase 19Mmp19 -0.837 -1.786 0.0456 0.724 Up
PRKCH protein kinase C etaPrkch -0.53 -1.444 0.0467 0.73 Up
PRKCQ protein kinase C thetaPrkcq -0.756 -1.689 0.000599 0.0901 Up
SERPINE1serpin family E member 1Serpin 1 -0.956 -1.939 0.049 0.742 Up
SLC2A1 solute carrier family 2 member 1Slc2a1 -0.419 -1.337 0.00574 0.284 Up
TF transferrin Trf -0.384 -1.305 0.0182 0.496 Up
Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
ALDH1A2 aldehyde dehydrogenase 1 family member A2Aldh1a2 -0.873 -1.832 0.0212 0.534  
CTSD cathepsin DCtsd -0.333 -1.259 0.0333 0.647 Up
ESR1 estrogen receptor 1Esr1 -0.806 -1.748 0.0156 0.468 Up
FOS Fos proto-oncogene, AP-1 transcription factor subunitFos -1.003 -2.004 0.0276 0.595 Up
GSTA3 glutathione S-transferase alpha 3Gs a3 -0.869 -1.827 0.0398 0.697  
GSTM1 glutathione S-transferase mu 1Gs m2 -0.851 -1.804 0.0146 0.459  
GSTP1 glutathione S-transferase pi 1Gs p2 -2.35 -5.098 0.000651 0.091  
IL1B interleukin 1 betaIl1b -1.075 -2.107 0.0411 0.703 Up
NQO1 NAD(P)H quinone dehydrogenase 1Nqo1 -0.681 -1.603 0.00541 0.278  
RXRG retinoid X receptor gammaRxrg -0.628 -1.545 0.0136 0.447 Down
TNF tumor necrosis factorTnf -1.337 -2.527 0.0316 0.628 Up
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Symbol Entrez Gene NameGenBank/Gene Symbol - mouse (Entrez Gene)/miRBase (mature)Expr Log RatioExpr Fold ChangeExp  p-valueExpr False Discovery Rate (q-value)Expec d
ALDH1A2 aldehyde dehydrogenase 1 family member A2Aldh1a2 -0.873 -1.832 0.0212 0.534 Up
GSTA3 glutathione S-transferase alpha 3Gs a3 -0.869 -1.827 0.0398 0.697 Up
GSTM1 glutathione S-transferase mu 1Gs m2 -0.851 -1.804 0.0146 0.459 Up
GSTP1 glutathione S-transferase pi 1Gs p2 -2.35 -5.098 0.000651 0.091 Up
IL1B interleukin 1 betaIl1b -1.075 -2.107 0.0411 0.703 Up
NQO1 NAD(P)H quinone dehydrogenase 1Nqo1 -0.681 -1.603 0.00541 0.278 Up
PON1 paraoxonase 1Pon1 -2.952 -7.739 2.26E-05 0.0112 Up
TNF tumor necrosis factorTnf -1.337 -2.527 0.0316 0.628 Up
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GS<br> follow link to MSigDB GS DETAILSSIZE ES NES NOM p-valFDR q-val
cilium movement Details ... 141 -0.57423 -2.12882 0 2.10E-04
RNA binding involved in posttranscriptional gene silencing Details ... 151 -0.57099 -2.097 0 6.93E-04
positive regulation of leukocyte migration Details ... 132 -0.55173 -2.04009 0 0.002762
ciliary plasm Details ... 115 -0.57413 -2.04205 0 0.002977
motile cilium Details ... 182 -0.53952 -2.02272 0 0.003452
regulation of leukocyte chemotaxis Details ... 115 -0.55733 -1.98906 0 0.00503
granulocyte chemotaxis Details ... 103 -0.56084 -1.98562 0 0.005042
cilium or flagellum dependent cell motility Details ... 112 -0.55365 -1.97922 0 0.005635
leukocyte chemotaxis Details ... 199 -0.51521 -1.95809 0 0.007139
granulocyte migration Details ... 124 -0.54924 -1.96028 0 0.007193
structural constituent of ribosome 134 -0.53147 -1.94811 0 0.0075
myeloid leukocyte migration 189 -0.51116 -1.92747 0 0.008911
9PLUS2 motile cilium 109 -0.53446 -1.90225 0 0.011789
regulation of leukocyte migration 197 -0.49075 -1.86081 0 0.020231
negative regulation of vasculature development 175 -0.48956 -1.84315 0 0.023855
leukocyte migration 417 -0.45135 -1.80482 0 0.039239
cell chemotaxis 271 -0.46139 -1.79871 0 0.041627
platelet degranulation 122 -0.49934 -1.79038 0 0.043263
cytoplasmic region 244 -0.4588 -1.77246 0 0.044071
cytokine secretion 110 -0.49742 -1.77615 0 0.045757
regulation of reactive oxygen species metabolic process 184 -0.45534 -1.72629 0 0.073153
fatty acid catabolic process 111 -0.47924 -1.7254 0 0.073209
positive regulation of chemotaxis 135 -0.47378 -1.7214 0 0.073621
response to molecule of bacterial origin 318 -0.43846 -1.72647 0 0.073848
cilium organization 375 -0.43299 -1.71745 0 0.074606
monocarboxylic acid catabolic process 135 -0.47046 -1.71287 0 0.075639
cellular response to molecule of bacterial origin 192 -0.4486 -1.71376 0 0.075686
cellular response to biotic stimulus 216 -0.44633 -1.7045 0 0.078838
motor activity 122 -0.47282 -1.70102 0 0.079122
reactive oxygen species biosynthetic process 116 -0.47783 -1.70556 0 0.080252
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PROBE DESCRIPTION<br>(from dataset)GENE SYMBOLGENE_TITLERANK IN GENE LIST RANK METRIC SCORE RUNNING ESCORE ENRICHMENT
CD74 CD74 molecule [Source:HGNC Symbol;Acc:HGNC:1697]n ll null 145 5 -0.29162389 -0.54535 Yes
PYCARD PYD and CARD domain containing [Source:HGNC Symbol;Acc:HGNC:16608]null null 14618 -0.295916945 -0.54174 Yes
S100A14 S100 calcium binding protein A14 [Source:HGNC Symbol;Acc:HGNC:18901]null null 14703 -0.301652014 -0.53976 Yes
TMEM102transmembrane protein 102 [Source:HGNC Symbol;Acc:HGNC:26722]null null 14709 -0.302340388 -0.53342 Yes
CCR2 C-C motif chemokine receptor 2 [Source:HGNC Symbol;Acc:HGNC:1603]null null 14741 -0.3 999156 -0.52847 Yes
C3AR1 complement C3a receptor 1 [Source:HGNC Symbol;Acc:HGNC:1319]ull null 15100 -0.3304784 -0.54095 Yes
AIF1 allograft inflammatory factor 1 [Source:HGNC Symbol;Acc:HGNC:352]null null 15101 -0.330532193 -0.53371 Yes
PDGFD platelet derived growth factor D [Source:HGNC Symbol;Acc:HGNC:30620]null null 15139 - .33314541 -0.52846 Yes
LGMN legumain [Source:HGNC Symbol;Acc:HGNC:9472]null null 15311 -0.347133398 -0.53028 Yes
ANO6 anoctamin 6 [Source:HGNC Symbol;Acc:HGNC:25240]null null 15424 -0.355843753 -0.52866 Yes
CALR calreticulin [Source:HGNC Symbol;Acc:HGNC:1455]null null 15431 -0.356618166 -0.52118 Yes
PTAFR platelet activating factor receptor [Source:HGNC Symbol;Acc:HGNC:9582]null null 15591 -0.369 27886 -0.52185 Yes
IL6 interleukin 6 [Source:HGNC Symbol;Acc:HGNC:6018]null null 15643 -0.373581737 -0.51649 Yes
SELE selectin E [Source:HGNC Symbol;Acc:HGNC:10718]null null 15651 -0.37427488 -0.50868 Yes
WNK1 WNK lysine deficient protein kinase 1 [Source:HGNC Symbol;Acc:HGNC:14540]null null 15742 -0.381824702 -0.50528 Yes
CX3CR1 C-X3-C motif chemokine receptor 1 [Source:HGNC Symbol;Acc:HGNC:2558]null null 15860 -0.39 713398 -0.50312 Yes
NCKAP1L NCK associated protein 1 like [Source:HGNC Symbol;Acc:HGNC:4862]null null 15911 -0.398211777 -0.49716 Yes
PLVAP plasmalemma vesicle associated protein [Source:HGNC Symbol;Acc:HGNC:13635]null null 15983 -0.40512228 -0.4922 Yes
CCL8 C-C motif chemokine ligand 8 [Source:HGNC Symbol;Acc:HGNC:10635]null null 16218 -0.429304004 -0.49569 Yes
TREM2 triggering receptor expressed on myeloid cells 2 [Source:HGNC Symbol;Acc:HGNC:17761]null null 16244 -0.431628823 -0.48762 Yes
MAPK3 mitogen-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6877]null null 16455 -0.455026805 -0.48922 Yes
CCR1 C-C motif chemokine receptor 1 [Source:HGNC Symbol;Acc:HGNC:1602]null null 16468 -0.456632525 -0.47989 Yes
LBP lipopolysaccharide binding protein [Source:HGNC Symbol;Acc:HGNC:6517]null ull 16473 -0.457133204 -0.4701 Yes
TRPV4 transient receptor potential cation channel subfamily V member 4 [Source:HGNC Symbol;Acc:HGNC:18083]null null 16489 -0.45900932 -0.46088 Yes
ITGA4 integrin subunit alpha 4 [Source:HGNC Symbol;Acc:HGNC:6140]n ll null 16490 -0.45903787 -0.45084 Yes
CCL24 C-C motif chemokine ligand 24 [Source:HGNC Symbol;Acc:HGNC:10623]null null 16688 -0.482252806 -0.45113 Yes
PRSS56 serine protease 56 [Source:HGNC Symbol;Acc:HGNC:39433]null n ll 16804 -0.49682641 -0.44658 Yes
P2RX4 purinergic receptor P2X 4 [Source:HGNC Symbol;Acc:HGNC:8535]null null 17002 -0.52722472 -0.44589 Yes
CSF1R colony stimulating factor 1 receptor [Source:HGNC Symbol;Acc:HGNC:2433]null null 17013 -0.528191209 -0.43488 Yes
F7 coagulation factor VII [Source:HGNC Symbol;Acc:HGNC:3544]F7 coagulation factor VII [Source:HGNC Symbol;Acc:HGNC:3544]17100 -0.541499913 -0.42776 Yes
GAS6 growth arrest specific 6 [Source:HGNC Symbol;Acc:HGNC:4168]null null 17177 -0.556570828 -0.41977 Yes
IL12A interleukin 12A [Source:HGNC Symbol;Acc:HGNC:5969]null null 17182 -0.55745101 -0.40779 Yes
STK39 serine/threonine kinase 39 [Source:HGNC Symbol;Acc:HGNC:17717]null null 17250 -0.570596874 -0.39899 Yes
CMKLR1 chemerin chemokine-like receptor 1 [Source:HGNC Symbol;Acc:HGNC:2121]null null 17285 -0.578728378 -0.38819 Yes
BDKRB1 bradykinin receptor B1 [Source:HGNC Symbol;Acc:HGNC:1029]null null 17302 -0.582992435 -0.37631 Yes
RARRES2 retinoic acid receptor responder 2 [Source:HGNC Symbol;Acc:HGNC:9868]null null 17383 -0.597953737 -0.36763 Yes
CD99L2 CD99 molecule like 2 [Source:HGNC Symbol;Acc:HGNC:18237]n ll null 17461 -0.613424778 -0.35844 Yes
IL34 interleukin 34 [Source:HGNC Symbol;Acc:HGNC:28529]null null 17528 -0.627781153 -0.34834 Yes
F2RL1 F2R like trypsin receptor 1 [Source:HGNC Symbol;Acc:HGNC:3538]null null 17537 -0.631479204 -0.33496 Yes
RAC2 Rac family small GTPase 2 [Source:HGNC Symbol;Acc:HGNC:9802]null null 17626 -0.654239357 -0.32548 Yes
SELP selectin P [Source:HGNC Symbol;Acc:HGNC:10721]null null 17638 -0.657740176 -0.31169 Yes
SERPINE1 serpin family E member 1 [Source:HGNC Symbol;Acc:HGNC:8583]null null 17649 -0.661571205 -0.29776 Yes
VEGFC vascular endothelial growth factor C [Source:HGNC Symbol;Acc:HGNC:12682]null null 17663 -0.665423036 -0.28391 Yes
SWAP70 switching B cell complex subunit SWAP70 [Source:HGNC Symbol;Acc:HGNC:17070]null null 17694 -0.672739685 - .27084 Yes
LGALS3 galectin 3 [Source:HGNC Symbol;Acc:HGNC:6563]null null 17706 -0.674582899 -0.25668 Yes
DOCK8 dedicator of cytokinesis 8 [Source:HGNC Symbol;Acc:HGNC:19191]null null 17853 -0.738512576 -0.24855 Yes
KITLG KIT ligand [Source:HGNC Symbol;Acc:HGNC:6343]null null 17863 -0.74398011 -0.23277 Yes
CCL21 C-C motif chemokine ligand 21 [Source:HGNC Symbol;Acc:HGNC:10620]null null 17906 -0.765622795 -0.21832 Yes
DYSF dysferlin [Source:HGNC Symbol;Acc:HGNC:3097]null null 17919 -0.773031294 -0.20206 Yes
ICAM1 intercellular adhesion molecule 1 [Source:HGNC Symbol;Acc:HGNC:5344]null null 17951 -0.787944615 -0.18652 Yes
VEGFD vascular endothelial growth factor D [Source:HGNC Symbol;Acc:HGNC:3708]null null 17955 -0.7915411 -0.16936 Yes
TNF tumor necrosis factor [Source:HGNC Symbol;Acc:HGNC:11892]null null 18173 -1.006662011 -0.15928 Yes
THBS4 thrombospondin 4 [Source:HGNC Symbol;Acc:HGNC:11788]null null 18189 -1.021819115 -0.13774 Yes
CCL4 C-C motif chemokine ligand 4 [Source:HGNC Symbol;Acc:HGNC:10630]null null 18228 -1.128108144 -0.11514 Yes
CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]18283 -1.567147613 -0.08381 Yes
THBS1 thrombospondin 1 [Source:HGNC Symbol;Acc:HGNC:11785]null null 18286 -1.621011734 -0.04844 Yes
CCL7 C-C motif chemokine ligand 7 [Source:HGNC Symbol;Acc:HGNC:10634]null null 18293 -2.228297949 ######## Yes
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MTUS1 microtubule associated scaffold protein 1 [Source:HGNC Symbol;Acc:HGNC:29789]null null 14341 -0.27591157 -0.5503456 Yes
SLIT2 slit guidance ligand 2 [Source:HGNC Symbol;Acc:HGNC:11086]nu l null 14469 -0.285336345 -0.5502458 Yes
CD74 CD74 molecule [Source:HGNC Symbol;Acc:HGNC:1697]n ll null 14565 -0.29162389 -0.5482297 Yes
S100A14 S100 calcium binding protein A14 [Source:HGNC Symbol;Acc:HGNC:18901]null null 14703 -0.301652014 -0.5482749 Yes
TMEM102transmembrane protein 102 [Source:HGNC Symbol;Acc:HGNC:26722]null null 14709 -0.302340388 -0.5410418 Yes
CCR2 C-C motif chemokine receptor 2 [Source:HGNC Symbol;Acc:HGNC:1603]null null 14741 -0.303999156 -0.5351978 Yes
C3AR1 complement C3a receptor 1 [Source:HGNC Symbol;Acc:HGNC:1319]ull null 15100 -0.3304784 -0.546684 Yes
AIF1 allograft inflammatory factor 1 [Source:HGNC Symbol;Acc:HGNC:352]null null 15101 -0.330532193 -0.5384758 Yes
LGMN legumain [Source:HGNC Symbol;Acc:HGNC:9472]null null 15311 -0.347133398 -0.54135215 Yes
ANO6 anoctamin 6 [Source:HGNC Symbol;Acc:HGNC:25240]null null 1 424 -0.355843753 -0.5386764 Yes
CALR calreticulin [Source:HGNC Symbol;Acc:HGNC:1455]null null 1 431 -0.356618166 -0.5301504 Yes
MST1 macrophage stimulating 1 [Source:HGNC Symbol;Acc:HGNC:7380]null ull 15603 -0.370491683 -0.5303564 Yes
IL6 interleukin 6 [Source:HGNC Symbol;Acc:HGNC:6018]null null 15643 -0.373581737 -0.5232245 Yes
WNK1 WNK lysine deficient protein kinase 1 [Source:HGNC Symbol;Acc:HGNC:14540]null null 15742 -0.381824702 -0.5191334 Yes
C5 complement C5 [Source:HGNC Symbol;Acc:HGNC:1331]C5 omplement C5 [Source:HGNC Symbol;Acc:HGNC:1331]15908 -0.397889763 -0.5183289 Yes
NCKAP1L NCK associated protein 1 like [Source:HGNC Symbol;Acc:HGNC:4862]null null 15911 -0.398211777 -0.50855 Yes
DDT D-dopachrome tautomerase [Source:HGNC Symbol;Acc:HGNC:2732]null null 16301 -0.437046349 -0.51909506 Yes
MAPK3 mitogen-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6877]null null 16455 -0.455026805 -0.51621157 Yes
CCR1 C-C motif chemokine receptor 1 [Source:HGNC Symbol;Acc:HGNC:1602]null null 16468 -0.456632525 -0.505532 Yes
LBP lipopolysaccharide binding protein [Source:HGNC Symbol;Acc:HGNC:6517]null ull 16473 -0.457133204 -0.49439996 Yes
TRPV4 transient receptor potential cation channel subfamily V member 4 [Source:HGNC Symbol;Acc:HGNC:18083]null null 16489 -0.45900932 -0.4838264 Yes
KLRK1 killer cell lectin like receptor K1 [Source:HGNC Symbol;Acc:HGNC:18788]null null 16524 -0.462254733 -0.4742174 Yes
PRSS56 serine protease 56 [Source:HGNC Symbol;Acc:HGNC:39433]null n ll 16804 -0.49682641 -0.47722697 Yes
CSF1R colony stimulating factor 1 receptor [Source:HGNC Symbol;Acc:HGNC:2433]null null 17013 -0.528191209 -0.47555205 Yes
F7 coagulation factor VII [Source:HGNC Symbol;Acc:HGNC:3544]F7 coagulation factor VII [Source:HGNC Symbol;Acc:HGNC:3544]17100 -0.541499913 -0.4668356 Yes
GAS6 growth arrest specific 6 [Source:HGNC Symbol;Acc:HGNC:4168]null null 17177 -0.556570828 -0.4571948 Yes
IL12A interleukin 12A [Source:HGNC Symbol;Acc:HGNC:5969]null null 17182 -0.55745101 -0.4435715 Yes
STK39 serine/threonine kinase 39 [Source:HGNC Symbol;Acc:HGNC:17717]null null 17250 -0.570596874 -0.43308732 Yes
CMKLR1 chemerin chemokine-like receptor 1 [Source:HGNC Symbol;Acc:HGNC:2121]null null 17285 -0.578728378 -0.42058593 Yes
C5AR2 complement component 5a receptor 2 [Source:HGNC Symbol;Acc:HGNC:4527]ull null 17341 -0.589752674 -0.40896592 Yes
DPP4 dipeptidyl peptidase 4 [Source:HGNC Symbol;Acc:HGNC:3009]null null 17363 -0.593455791 -0.3953837 Yes
RARRES2 retinoic acid receptor responder 2 [Source:HGNC Symbol;Acc:HGNC:9868]null null 17383 -0.597953737 -0.38157973 Yes
PADI2 peptidyl arginine deiminase 2 [Source:HGNC Symbol;Acc:HGNC:18341]null null 17428 -0.6070894 -0.3689241 Yes
IL34 interleukin 34 [Source:HGNC Symbol;Acc:HGNC:28529]null null 17528 -0.627781153 -0.35878012 Yes
F2RL1 F2R like trypsin receptor 1 [Source:HGNC Symbol;Acc:HGNC:3538]null null 17537 -0.631479204 -0.3435385 Yes
RAC2 Rac family small GTPase 2 [Source:HGNC Symbol;Acc:HGNC:9802]null null 17626 -0.654239357 -0.33213237 Yes
SERPINE1 serpin family E member 1 [Source:HGNC Symbol;Acc:HGNC:8583]null null 17649 -0.661571205 -0.3169136 Yes
VEGFC vascular endothelial growth factor C [Source:HGNC Symbol;Acc:HGNC:12682]null null 17663 -0.665423036 -0.30110413 Yes
SWAP70 switching B cell complex subunit SWAP70 [Source:HGNC Symbol;Acc:HGNC:17070]null null 17694 -0.672739685 -0.28604808 Yes
CYP19A1 cytochrome P450 family 19 subfamily A member 1 [Source:HGNC Symbol;Acc:HGNC:2594]null null 17838 -0.730821311 -0.27576563 Yes
CCL21 C-C motif chemokine ligand 21 [Source:HGNC Symbol;Acc:HGNC:10620]null null 17906 -0.7 5622795 -0.26043832 Yes
DYSF dysferlin [Source:HGNC Symbol;Acc:HGNC:3097]null null 17919 -0.773031294 -0.24190156 Yes
VEGFD vascular endothelial growth factor D [Source:HGNC Symbol;Acc:HGNC:3708]null null 17955 -0.7915411 -0.22417033 Yes
DUSP1 dual specificity phosphatase 1 [Source:HGNC Symbol;Acc:HGNC:3064]null null 17980 -0.804350078 -0.20551592 Yes
THBS4 thrombospondin 4 [Source:HGNC Symbol;Acc:HGNC:11788]null null 18189 -1.021819115 -0.19158262 Yes
CCL4 C-C motif chemokine ligand 4 [Source:HGNC Symbol;Acc:HGNC:10630]null null 18228 - .128108144 -0.16565837 Yes
CCL2 C-C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10618]null null 18271 -1.3 949275 -0.13346314 Yes
CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]18283 - .56 147613 -0.09515089 Yes
THBS1 thrombospondin 1 [Source:HGNC Symbol;Acc:HGNC:11785]null null 18286 -1.621011734 -0.05500595 Yes
CCL7 C-C motif chemokine ligand 7 [Source:HGNC Symbol;Acc:HGNC:10634]null null 18293 -2.228297949 -1.55E-07 Yes








PROBE DESCRIPTION<br>(from dataset)GENE SYMBOLGENE_TITLERANK IN GENE LIST RANK METRIC SCORE RUNNING ES CORE ENRICHMENT
ITGB2 integrin subunit beta 2 [Source:HGNC Symbol;Acc:HGNC:6155]n ll null 15442 -0.357780874 -0.5515149 Yes
SAA1 serum amyloid A1 [Source:HGNC Symbol;Acc:HGNC:10513]null null 15520 -0.363778144 -0.5462616 Yes
PIK3CG phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit gamma [Source:HGNC Symbol;Acc:HGNC:8978]null null 15563 -0.367442071 -0.5389887 Yes
PPBP pro-platelet basic protein [Source:HGNC Symbol;Acc:HGNC:9240]null null 15751 -0.38234061 -0.53929824 Yes
NCKAP1L NCK associated protein 1 like [Source:HGNC Symbol;Acc:HGNC:4862]null null 15911 -0.398211777 -0.5376547 Yes
CCL15 C-C motif chemokine ligand 15 [Source:HGNC Symbol;Acc:HGNC:10613]null null 16193 -0.427426845 -0.54195595 Yes
CCL8 C-C motif chemokine ligand 8 [Source:HGNC Symbol;Acc:HGNC:10635]null null 16218 -0.429 04004 -0.5320804 Yes
FCER1G Fc fragment of IgE receptor Ig [Source:HGNC Symbol;Acc:HGNC:3611]null null 16279 -0.434763014 -0.5240415 Yes
IL17RC interleukin 17 receptor C [Source:HGNC Symbol;Acc:HGNC:18358]null null 16335 -0.440735936 -0.51557195 Yes
PPIB peptidylprolyl isomerase B [Source:HGNC Symbol;Acc:HGNC:9255]null null 16437 -0.45262903 -0.509321 Yes
MAPK3 mitogen-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6877]null null 16455 -0.455026805 -0.4983898 Yes
LBP lipopolysaccharide binding protein [Source:HGNC Symbol;Acc:HGNC:6517]null ull 16473 -0.457133204 -0.48740375 Yes
TRPV4 transient receptor potential cation channel subfamily V member 4 [Source:HGNC Symbol;Acc:HGNC:18083]null null 16489 -0.45900932 -0.4762588 Yes
CCL24 C-C motif chemokine ligand 24 [Source:HGNC Symbol;Acc:HGNC:10623]null null 16688 -0.482252806 -0.47456765 Yes
ANXA1 annexin A1 [Source:HGNC Symbol;Acc:HGNC:533]null null 16754 -0.489892334 -0.465366 Yes
CSF1R colony stimulating factor 1 receptor [Source:HGNC Symbol;Acc:HGNC:2433]null null 17013 -0.528191209 -0.46577525 Yes
GBF1 golgi brefeldin A resistant guanine nucleotide exchange factor 1 [Source:HGNC Symbol;Acc:HGNC:4181]PTGES2 prostaglandin E synthase 2 [Source:HGNC Symbol;Acc:HGNC:17822]17233 -0.566813469 -0.46303347 Yes
CMKLR1 chemerin chemokine-like receptor 1 [Source:HGNC Symbol;Acc:HGNC:2121]null null 17285 -0.578728378 -0.4507456 Yes
PDE4D phosphodiesterase 4D [Source:HGNC Symbol;Acc:HGNC:8783]null null 17312 -0.584613323 -0.43693 Yes
C5AR2 complement component 5a receptor 2 [Source:HGNC Symbol;Acc:HGNC:4527]ull null 17341 -0.589752674 -0.4230903 Yes
DPP4 dipeptidyl peptidase 4 [Source:HGNC Symbol;Acc:HGNC:3009]null null 17363 -0.593455791 -0.40876928 Yes
RARRES2 retinoic acid receptor responder 2 [Source:HGNC Symbol;Acc:HGNC:9868]null null 17383 -0.597 53737 -0.39422098 Yes
DPEP1 dipeptidase 1 [Source:HGNC Symbol;Acc:HGNC:3002]null null 17410 -0.603275001 -0.37991872 Yes
IL34 interleukin 34 [Source:HGNC Symbol;Acc:HGNC:28529]null null 17528 -0.627781153 -0.36997992 Yes
HRH1 histamine receptor H1 [Source:HGNC Symbol;Acc:HGNC:5182]null null 17551 -0.634201109 -0.35465133 Yes
CSF3R colony stimulating factor 3 receptor [Source:HGNC Symbol;Acc:HGNC:2439]null null 17591 -0.645043314 -0.33997452 Yes
RAC2 Rac family small GTPase 2 [Source:HGNC Symbol;Acc:HGNC:9802]null null 17626 -0.654239357 -0.32478306 Yes
LGALS3 galectin 3 [Source:HGNC Symbol;Acc:HGNC:6563]null null 17706 -0.674582899 -0.31153485 Yes
S100A9 S100 calcium binding protein A9 [Source:HGNC Symbol;Acc:HGNC:10499]null null 17722 -0.682200015 -0.2945698 Yes
CCL21 C-C motif chemokine ligand 21 [Source:HGNC Symbol;Acc:HGNC:10620]null null 17906 -0.765 2795 -0.28466466 Yes
DYSF dysferlin [Source:HGNC Symbol;Acc:HGNC:3097]null null 17919 -0.773031294 -0.2651661 Yes
IL1B interleukin 1 beta [Source:HGNC Symbol;Acc:HGNC:5992]null null 18141 -0.946923018 -0.25262216 Yes
THBS4 thrombospondin 4 [Source:HGNC Symbol;Acc:HGNC:11788]null null 18189 -1.021819115 -0.22856002 Yes
CCL23 C-C motif chemokine ligand 23 [Source:HGNC Symbol;Acc:HGNC:10622]null null 18196 -1.037387252 -0.20183803 Yes
CCL4 C-C motif chemokine ligand 4 [Source:HGNC Symbol;Acc:HGNC:10630]null null 18228 -1. 281 8144 -0.17412464 Yes
CCL2 C-C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10618]null null 18271 - .38949275 -0.14019985 Yes
CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]18283 -1.567147613 -0.09993824 Yes
THBS1 thrombospondin 1 [Source:HGNC Symbol;Acc:HGNC:11785]null null 18286 -1.621011734 -0.05777726 Yes





S100A14 S100 calcium binding protein A14 [Source:HGNC Symbol;Acc:HGNC:18901]null null 14703 -0.301652014 -0.51007164 Yes
TMEM102transmembrane protein 102 [Source:HGNC Symbol;Acc:HGNC:26722]null null 14709 -0.30 340388 -0.5058601 Yes
CCR2 C-C motif chemokine receptor 2 [Source:HGNC Symbol;Acc:HGNC:1603]null null 14741 -0.303999156 -0.50306076 Yes
SLC12A2 solute carrier family 12 member 2 [Source:HGNC Symbol;Acc:HGNC:10911]null null 14822 -0.3096887 7 -0.5028849 Yes
CXADR CXADR Ig-like cell adhesion molecule [Source:HGNC Symbol;Acc:HGNC:2559]null null 14873 -0.314132 43 -0.5009852 Yes
C3AR1 complement C3a receptor 1 [Source:HGNC Symbol;Acc:HGNC:1319]ull null 15100 -0.3304784 -0.5085693 Yes
AIF1 allograft inflammatory factor 1 [Source:HGNC Symbol;Acc:HGNC:352]null null 15101 -0. 30532193 -0.50366294 Yes
LGMN legumain [Source:HGNC Symbol;Acc:HGNC:9472]null null 15311 -0.347133398 -0.51006037 Yes
CALCA calcitonin related polypeptide alpha [Source:HGNC Symbol;Acc:HGNC:1437]null null 15331 -0.348150 3 -0.50594246 Yes
ANO6 anoctamin 6 [Source:HGNC Symbol;Acc:HGNC:25240]null null 1 424 -0.355843753 -0.5057447 Yes
CALR calreticulin [Source:HGNC Symbol;Acc:HGNC:1455]null null 1 431 -0.356618166 -0.5007827 Yes
ITGB2 integrin subunit beta 2 [Source:HGNC Symbol;Acc:HGNC:6155]n ll null 15442 -0.357780874 -0.49602455 Yes
SAA1 serum amyloid A1 [Source:HGNC Symbol;Acc:HGNC:10513]null null 15520 -0.363778144 -0.49488002 Yes
PIK3CG phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit gamma [Source:HGNC Symbol;Acc:HGNC:8978]null null 15563 -0.367442071 -0.49174687 Yes
MST1 macrophage stimulating 1 [Source:HGNC Symbol;Acc:HGNC:7380]null ull 15603 -0.370491683 -0.48840266 Yes
IL6 interleukin 6 [Source:HGNC Symbol;Acc:HGNC:6018]null null 15643 -0.373581737 -0.4850126 Yes
WNK1 WNK lysine deficient protein kinase 1 [Source:HGNC Symbol;Acc:HGNC:14540]null null 15742 -0.381824702 -0.48476073 Yes
PPBP pro-platelet basic protein [Source:HGNC Symbol;Acc:HGNC:9240]null null 15751 -0.38234061 -0.47952744 Yes
SBDS SBDS ribosome maturation factor [Source:HGNC Symbol;Acc:HGNC:19440]null null 15807 -0.386834949 -0.47682488 Yes
C5 complement C5 [Source:HGNC Symbol;Acc:HGNC:1331]C5 omplement C5 [Source:HGNC Symbol;Acc:HGNC:1331]15908 -0.397889763 -0.47644508 Yes
NCKAP1L NCK associated protein 1 like [Source:HGNC Symbol;Acc:HGNC:4862]null null 15911 -0.398211777 -0.47064462 Yes
RPS19 ribosomal protein S19 [Source:HGNC Symbol;Acc:HGNC:10402]null null 16031 -0.410165757 -0.4711326 Yes
CH25H cholesterol 25-hydroxylase [Source:HGNC Symbol;Acc:HGNC:1907]null null 16118 -0.419310868 -0.46966115 Yes
CCL15 C-C motif chemokine ligand 15 [Source:HGNC Symbol;Acc:HGNC:10613]null null 16193 -0.427426845 -0.46740603 Yes
CCL8 C-C motif chemokine ligand 8 [Source:HGNC Symbol;Acc:HGNC:10635]null null 16218 -0.429304004 -0.46235988 Yes
CNR2 cannabinoid receptor 2 [Source:HGNC Symbol;Acc:HGNC:2160]null null 16246 -0.4319489 -0.45744026 Yes
FCER1G Fc fragment of IgE receptor Ig [Source:HGNC Symbol;Acc:HGNC:3611]null null 16279 -0.434763014 -0.45275518 Yes
DDT D-dopachrome tautomerase [Source:HGNC Symbol;Acc:HGNC:2732]null null 16301 -0.437046349 -0.4474283 Yes
IL17RC interleukin 17 receptor C [Source:HGNC Symbol;Acc:HGNC:18358]null null 16335 -0.440735936 -0.4427098 Yes
PPIB peptidylprolyl isomerase B [Source:HGNC Symbol;Acc:HGNC:9255]null null 16437 -0.45262903 -0.44157273 Yes
MAPK3 mitogen-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6877]null null 16455 -0.455026805 -0.4357579 Yes
CCR1 C-C motif chemokine receptor 1 [Source:HGNC Symbol;Acc:HGNC:1602]null null 16468 -0.456632525 -0.42964292 Yes
LBP lipopolysaccharide binding protein [Source:HGNC Symbol;Acc:HGNC:6517]null ull 16473 -0.457133204 -0.4230784 Yes
TRPV4 transient receptor potential cation channel subfamily V member 4 [Source:HGNC Symbol;Acc:HGNC:18083]null null 16489 -0.45900932 -0.4170939 Yes
KLRK1 killer cell lectin like receptor K1 [Source:HGNC Symbol;Acc:HGNC:18788]null null 16524 -0.462254733 -0.41211128 Yes
CCL24 C-C motif chemokine ligand 24 [Source:HGNC Symbol;Acc:HGNC:10623]null null 16688 -0.482252806 -0.4139608 Yes
ALOX5 arachidonate 5-lipoxygenase [Source:HGNC Symbol;Acc:HGNC:435]null null 16721 -0.48675701 -0.40850395 Yes
ANXA1 annexin A1 [Source:HGNC Symbol;Acc:HGNC:533]null null 16754 -0.489892334 -0.40300053 Yes
PRSS56 serine protease 56 [Source:HGNC Symbol;Acc:HGNC:39433]null n ll 16804 -0.49682641 -0.3983337 Yes
CXCL16 C-X-C motif chemokine ligand 16 [Source:HGNC Symbol;Acc:HGNC:16642]null ul 16952 -0.51952529 -0.39874578 Yes
CSF1R colony stimulating factor 1 receptor [Source:HGNC Symbol;Acc:HGNC:2433]null null 17013 -0.528191209 -0.39422125 Yes
F7 coagulation factor VII [Source:HGNC Symbol;Acc:HGNC:3544]F7 coagulation factor VII [Source:HGNC Symbol;Acc:HGNC:3544]17100 -0.541499913 -0.39093602 Yes
GAS6 growth arrest specific 6 [Source:HGNC Symbol;Acc:HGNC:4168]null null 17177 -0.556570828 -0.38687447 Yes
IL12A interleukin 12A [Source:HGNC Symbol;Acc:HGNC:5969]null null 17182 -0.55745101 -0.37882084 Yes
GBF1 golgi brefeldin A resistant guanine nucleotide exchange factor 1 [Source:HGNC Symbol;Acc:HGNC:4181]PTGES2 prostaglandin E synthase 2 [Source:HGNC Symbol;Acc:HGNC:17822]17233 -0.566813469 -0.37317038 Yes
STK39 serine/threonine kinase 39 [Source:HGNC Symbol;Acc:HGNC:17717]null null 17250 -0.5 0596874 -0.3655848 Yes
CMKLR1 chemerin chemokine-like receptor 1 [Source:HGNC Symbol;Acc:HGNC:2121]null null 17285 -0.578728378 -0.35887325 Yes
PDE4D phosphodiesterase 4D [Source:HGNC Symbol;Acc:HGNC:8783]null null 17312 -0.584613323 -0.35163224 Yes
C5AR2 complement component 5a receptor 2 [Source:HGNC Symbol;Acc:HGNC:4527]ull null 17341 -0.589752674 -0.34442544 Yes
DPP4 dipeptidyl peptidase 4 [Source:HGNC Symbol;Acc:HGNC:3009]null null 17363 -0.593455791 -0.33677685 Yes
RARRES2 retinoic acid receptor responder 2 [Source:HGNC Symbol;Acc:HGNC:9868]null null 17383 -0.597 53737 -0.32895097 Yes
DPEP1 dipeptidase 1 [Source:HGNC Symbol;Acc:HGNC:3002]null null 17410 -0.603275001 -0.32143295 Yes
PADI2 peptidyl arginine deiminase 2 [Source:HGNC Symbol;Acc:HGNC:18341]null null 17428 -0.6070894 -0.31336093 Yes
ARHGEF5 Rho guanine nucleotide exchange factor 5 [Source:HGNC Symbol;Acc:HGNC:13209]null null 17458 -0.61290586 -0.30586576 Yes
IL34 interleukin 34 [Source:HGNC Symbol;Acc:HGNC:28529]null null 17528 -0.627781153 -0.30036032 Yes
F2RL1 F2R like trypsin receptor 1 [Source:HGNC Symbol;Acc:HGNC:3538]null null 17537 -0.631479204 -0.2914289 Yes
HRH1 histamine receptor H1 [Source:HGNC Symbol;Acc:HGNC:5182]null null 17551 -0.634201109 -0.28273338 Yes
CSF3R colony stimulating factor 3 receptor [Source:HGNC Symbol;Acc:HGNC:2439]null null 17591 -0.645043 14 -0.2753138 Yes
RAC2 Rac family small GTPase 2 [Source:HGNC Symbol;Acc:HGNC:9802]null null 17626 -0.654239357 -0.26748136 Yes
SERPINE1 serpin family E member 1 [Source:HGNC Symbol;Acc:HGNC:8583]null null 17649 -0.661571205 -0.25887695 Yes
VEGFC vascular endothelial growth factor C [Source:HGNC Symbol;Acc:HGNC:12682]null null 17663 -0.665423036 -0.249718 Yes
SWAP70 switching B cell complex subunit SWAP70 [Source:HGNC Symbol;Acc:HGNC:17070]null null 17694 -0.672739685 -0.2413899 Yes
LGALS3 galectin 3 [Source:HGNC Symbol;Acc:HGNC:6563]null null 17706 -0.674582899 -0.23198445 Yes
CCR5 C-C motif chemokine receptor 5 (gene/pseudogene) [Source:HGNC Symbol;Acc:HGNC:1606]null null 17710 -0.675863564 -0.22211786 Yes
S100A9 S100 calcium binding protein A9 [Source:HGNC Symbol;Acc:HGNC:10499]null null 17722 -0.682200015 -0.21259934 Yes
CYP19A1 cytochrome P450 family 19 subfamily A member 1 [Source:HGNC Symbol;Acc:HGNC:2594]null null 17838 -0.730821311 -0.20810653 Yes
GPR183 G protein-coupled receptor 183 [Source:HGNC Symbol;Acc:HGNC:3128]null null 17862 -0.742880702 -0.19835044 Yes
CCL21 C-C motif chemokine ligand 21 [Source:HGNC Symbol;Acc:HGNC:10620]null null 17906 -0.765622795 -0.18936205 Yes
DYSF dysferlin [Source:HGNC Symbol;Acc:HGNC:3097]null null 17919 -0.773031294 -0.17855051 Yes
VEGFD vascular endothelial growth factor D [Source:HGNC Symbol;Acc:HGNC:3708]null null 17955 -0.7915411 -0.16873528 Yes
DUSP1 dual specificity phosphatase 1 [Source:HGNC Symbol;Acc:HGNC:3064]null null 17980 -0.804350078 -0.15812202 Yes
FLT1 fms related tyrosine kinase 1 [Source:HGNC Symbol;Acc:HGNC:3763]null null 18040 -0.844002128 -0.1488544 Yes
IL1B interleukin 1 beta [Source:HGNC Symbol;Acc:HGNC:5992]null null 18141 -0.946923018 -0.14032486 Yes
THBS4 thrombospondin 4 [Source:HGNC Symbol;Acc:HGNC:11788]null null 18189 -1.021819115 -0.12775461 Yes
CCL23 C-C motif chemokine ligand 23 [Source:HGNC Symbol;Acc:HGNC:10622]null null 18196 -1.037387252 -0.11268744 Yes
CCL4 C-C motif chemokine ligand 4 [Source:HGNC Symbol;Acc:HGNC:10630]null null 18228 -1.128108144 -0.09765523 Yes
CCL2 C-C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10618]null null 18271 - .38949275 -0.07935099 Yes
CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]18283 -1.567147613 -0.05669649 Yes
THBS1 thrombospondin 1 [Source:HGNC Symbol;Acc:HGNC:11785]null null 18286 -1.621011734 -0.03274507 Yes
CCL7 C-C motif chemokine ligand 7 [Source:HGNC Symbol;Acc:HGNC:10634]null null 18293 -2.228297949 -2.80E-07 Yes





S100A14 S100 calcium binding protein A14 [Source:HGNC Symbol;Acc:HGNC:18901]null null 14703 -0.301652014 -0.51007164 Yes
TMEM102transmembrane protein 102 [Source:HGNC Symbol;Acc:HGNC:26722]null null 14709 -0.30 340388 -0.5058601 Yes
CCR2 C-C motif chemokine receptor 2 [Source:HGNC Symbol;Acc:HGNC:1603]null null 14741 -0.303999156 -0.50306076 Yes
SLC12A2 solute carrier family 12 member 2 [Source:HGNC Symbol;Acc:HGNC:10911]null null 14822 -0.3096887 7 -0.5028849 Yes
CXADR CXADR Ig-like cell adhesion molecule [Source:HGNC Symbol;Acc:HGNC:2559]null null 14873 -0.314132 43 -0.5009852 Yes
C3AR1 complement C3a receptor 1 [Source:HGNC Symbol;Acc:HGNC:1319]ull null 15100 -0.3304784 -0.5085693 Yes
AIF1 allograft inflammatory factor 1 [Source:HGNC Symbol;Acc:HGNC:352]null null 15101 -0. 30532193 -0.50366294 Yes
LGMN legumain [Source:HGNC Symbol;Acc:HGNC:9472]null null 15311 -0.347133398 -0.51006037 Yes
CALCA calcitonin related polypeptide alpha [Source:HGNC Symbol;Acc:HGNC:1437]null null 15331 -0.348150 3 -0.50594246 Yes
ANO6 anoctamin 6 [Source:HGNC Symbol;Acc:HGNC:25240]null null 1 424 -0.355843753 -0.5057447 Yes
CALR calreticulin [Source:HGNC Symbol;Acc:HGNC:1455]null null 1 431 -0.356618166 -0.5007827 Yes
ITGB2 integrin subunit beta 2 [Source:HGNC Symbol;Acc:HGNC:6155]n ll null 15442 -0.357780874 -0.49602455 Yes
SAA1 serum amyloid A1 [Source:HGNC Symbol;Acc:HGNC:10513]null null 15520 -0.363778144 -0.49488002 Yes
PIK3CG phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit gamma [Source:HGNC Symbol;Acc:HGNC:8978]null null 15563 -0.367442071 -0.49174687 Yes
MST1 macrophage stimulating 1 [Source:HGNC Symbol;Acc:HGNC:7380]null ull 15603 -0.370491683 -0.48840266 Yes
IL6 interleukin 6 [Source:HGNC Symbol;Acc:HGNC:6018]null null 15643 -0.373581737 -0.4850126 Yes
WNK1 WNK lysine deficient protein kinase 1 [Source:HGNC Symbol;Acc:HGNC:14540]null null 15742 -0.381824702 -0.48476073 Yes
PPBP pro-platelet basic protein [Source:HGNC Symbol;Acc:HGNC:9240]null null 15751 -0.38234061 -0.47952744 Yes
SBDS SBDS ribosome maturation factor [Source:HGNC Symbol;Acc:HGNC:19440]null null 15807 -0.386834949 -0.47682488 Yes
C5 complement C5 [Source:HGNC Symbol;Acc:HGNC:1331]C5 omplement C5 [Source:HGNC Symbol;Acc:HGNC:1331]15908 -0.397889763 -0.47644508 Yes
NCKAP1L NCK associated protein 1 like [Source:HGNC Symbol;Acc:HGNC:4862]null null 15911 -0.398211777 -0.47064462 Yes
RPS19 ribosomal protein S19 [Source:HGNC Symbol;Acc:HGNC:10402]null null 16031 -0.410165757 -0.4711326 Yes
CH25H cholesterol 25-hydroxylase [Source:HGNC Symbol;Acc:HGNC:1907]null null 16118 -0.419310868 -0.46966115 Yes
CCL15 C-C motif chemokine ligand 15 [Source:HGNC Symbol;Acc:HGNC:10613]null null 16193 -0.427426845 -0.46740603 Yes
CCL8 C-C motif chemokine ligand 8 [Source:HGNC Symbol;Acc:HGNC:10635]null null 16218 -0.429304004 -0.46235988 Yes
CNR2 cannabinoid receptor 2 [Source:HGNC Symbol;Acc:HGNC:2160]null null 16246 -0.4319489 -0.45744026 Yes
FCER1G Fc fragment of IgE receptor Ig [Source:HGNC Symbol;Acc:HGNC:3611]null null 16279 -0.434763014 -0.45275518 Yes
DDT D-dopachrome tautomerase [Source:HGNC Symbol;Acc:HGNC:2732]null null 16301 -0.437046349 -0.4474283 Yes
IL17RC interleukin 17 receptor C [Source:HGNC Symbol;Acc:HGNC:18358]null null 16335 -0.440735936 -0.4427098 Yes
PPIB peptidylprolyl isomerase B [Source:HGNC Symbol;Acc:HGNC:9255]null null 16437 -0.45262903 -0.44157273 Yes
MAPK3 mitogen-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6877]null null 16455 -0.455026805 -0.4357579 Yes
CCR1 C-C motif chemokine receptor 1 [Source:HGNC Symbol;Acc:HGNC:1602]null null 16468 -0.456632525 -0.42964292 Yes
LBP lipopolysaccharide binding protein [Source:HGNC Symbol;Acc:HGNC:6517]null ull 16473 -0.457133204 -0.4230784 Yes
TRPV4 transient receptor potential cation channel subfamily V member 4 [Source:HGNC Symbol;Acc:HGNC:18083]null null 16489 -0.45900932 -0.4170939 Yes
KLRK1 killer cell lectin like receptor K1 [Source:HGNC Symbol;Acc:HGNC:18788]null null 16524 -0.462254733 -0.41211128 Yes
CCL24 C-C motif chemokine ligand 24 [Source:HGNC Symbol;Acc:HGNC:10623]null null 16688 -0.482252806 -0.4139608 Yes
ALOX5 arachidonate 5-lipoxygenase [Source:HGNC Symbol;Acc:HGNC:435]null null 16721 -0.48675701 -0.40850395 Yes
ANXA1 annexin A1 [Source:HGNC Symbol;Acc:HGNC:533]null null 16754 -0.489892334 -0.40300053 Yes
PRSS56 serine protease 56 [Source:HGNC Symbol;Acc:HGNC:39433]null n ll 16804 -0.49682641 -0.3983337 Yes
CXCL16 C-X-C motif chemokine ligand 16 [Source:HGNC Symbol;Acc:HGNC:16642]null ul 16952 -0.51952529 -0.39874578 Yes
CSF1R colony stimulating factor 1 receptor [Source:HGNC Symbol;Acc:HGNC:2433]null null 17013 -0.528191209 -0.39422125 Yes
F7 coagulation factor VII [Source:HGNC Symbol;Acc:HGNC:3544]F7 coagulation factor VII [Source:HGNC Symbol;Acc:HGNC:3544]17100 -0.541499913 -0.39093602 Yes
GAS6 growth arrest specific 6 [Source:HGNC Symbol;Acc:HGNC:4168]null null 17177 -0.556570828 -0.38687447 Yes
IL12A interleukin 12A [Source:HGNC Symbol;Acc:HGNC:5969]null null 17182 -0.55745101 -0.37882084 Yes
GBF1 golgi brefeldin A resistant guanine nucleotide exchange factor 1 [Source:HGNC Symbol;Acc:HGNC:4181]PTGES2 prostaglandin E synthase 2 [Source:HGNC Symbol;Acc:HGNC:17822]17233 -0.566813469 -0.37317038 Yes
STK39 serine/threonine kinase 39 [Source:HGNC Symbol;Acc:HGNC:17717]null null 17250 -0.5 0596874 -0.3655848 Yes
CMKLR1 chemerin chemokine-like receptor 1 [Source:HGNC Symbol;Acc:HGNC:2121]null null 17285 -0.578728378 -0.35887325 Yes
PDE4D phosphodiesterase 4D [Source:HGNC Symbol;Acc:HGNC:8783]null null 17312 -0.584613323 -0.35163224 Yes
C5AR2 complement component 5a receptor 2 [Source:HGNC Symbol;Acc:HGNC:4527]ull null 17341 -0.589752674 -0.34442544 Yes
DPP4 dipeptidyl peptidase 4 [Source:HGNC Symbol;Acc:HGNC:3009]null null 17363 -0.593455791 -0.33677685 Yes
RARRES2 retinoic acid receptor responder 2 [Source:HGNC Symbol;Acc:HGNC:9868]null null 17383 -0.597 53737 -0.32895097 Yes
DPEP1 dipeptidase 1 [Source:HGNC Symbol;Acc:HGNC:3002]null null 17410 -0.603275001 -0.32143295 Yes
PADI2 peptidyl arginine deiminase 2 [Source:HGNC Symbol;Acc:HGNC:18341]null null 17428 -0.6070894 -0.31336093 Yes
ARHGEF5 Rho guanine nucleotide exchange factor 5 [Source:HGNC Symbol;Acc:HGNC:13209]null null 17458 -0.61290586 -0.30586576 Yes
IL34 interleukin 34 [Source:HGNC Symbol;Acc:HGNC:28529]null null 17528 -0.627781153 -0.30036032 Yes
F2RL1 F2R like trypsin receptor 1 [Source:HGNC Symbol;Acc:HGNC:3538]null null 17537 -0.631479204 -0.2914289 Yes
HRH1 histamine receptor H1 [Source:HGNC Symbol;Acc:HGNC:5182]null null 17551 -0.634201109 -0.28273338 Yes
CSF3R colony stimulating factor 3 receptor [Source:HGNC Symbol;Acc:HGNC:2439]null null 17591 -0.645043 14 -0.2753138 Yes
RAC2 Rac family small GTPase 2 [Source:HGNC Symbol;Acc:HGNC:9802]null null 17626 -0.654239357 -0.26748136 Yes
SERPINE1 serpin family E member 1 [Source:HGNC Symbol;Acc:HGNC:8583]null null 17649 -0.661571205 -0.25887695 Yes
VEGFC vascular endothelial growth factor C [Source:HGNC Symbol;Acc:HGNC:12682]null null 17663 -0.665423036 -0.249718 Yes
SWAP70 switching B cell complex subunit SWAP70 [Source:HGNC Symbol;Acc:HGNC:17070]null null 17694 -0.672739685 -0.2413899 Yes
LGALS3 galectin 3 [Source:HGNC Symbol;Acc:HGNC:6563]null null 17706 -0.674582899 -0.23198445 Yes
CCR5 C-C motif chemokine receptor 5 (gene/pseudogene) [Source:HGNC Symbol;Acc:HGNC:1606]null null 17710 -0.675863564 -0.22211786 Yes
S100A9 S100 calcium binding protein A9 [Source:HGNC Symbol;Acc:HGNC:10499]null null 17722 -0.682200015 -0.21259934 Yes
CYP19A1 cytochrome P450 family 19 subfamily A member 1 [Source:HGNC Symbol;Acc:HGNC:2594]null null 17838 -0.730821311 -0.20810653 Yes
GPR183 G protein-coupled receptor 183 [Source:HGNC Symbol;Acc:HGNC:3128]null null 17862 -0.742880702 -0.19835044 Yes
CCL21 C-C motif chemokine ligand 21 [Source:HGNC Symbol;Acc:HGNC:10620]null null 17906 -0.765622795 -0.18936205 Yes
DYSF dysferlin [Source:HGNC Symbol;Acc:HGNC:3097]null null 17919 -0.773031294 -0.17855051 Yes
VEGFD vascular endothelial growth factor D [Source:HGNC Symbol;Acc:HGNC:3708]null null 17955 -0.7915411 -0.16873528 Yes
DUSP1 dual specificity phosphatase 1 [Source:HGNC Symbol;Acc:HGNC:3064]null null 17980 -0.804350078 -0.15812202 Yes
FLT1 fms related tyrosine kinase 1 [Source:HGNC Symbol;Acc:HGNC:3763]null null 18040 -0.844002128 -0.1488544 Yes
IL1B interleukin 1 beta [Source:HGNC Symbol;Acc:HGNC:5992]null null 18141 -0.946923018 -0.14032486 Yes
THBS4 thrombospondin 4 [Source:HGNC Symbol;Acc:HGNC:11788]null null 18189 -1.021819115 -0.12775461 Yes
CCL23 C-C motif chemokine ligand 23 [Source:HGNC Symbol;Acc:HGNC:10622]null null 18196 -1.037387252 -0.11268744 Yes
CCL4 C-C motif chemokine ligand 4 [Source:HGNC Symbol;Acc:HGNC:10630]null null 18228 -1.128108144 -0.09765523 Yes
CCL2 C-C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10618]null null 18271 - .38949275 -0.07935099 Yes
CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]18283 -1.567147613 -0.05669649 Yes
THBS1 thrombospondin 1 [Source:HGNC Symbol;Acc:HGNC:11785]null null 18286 -1.621011734 -0.03274507 Yes






PROBE DESCRIPTION<br>(from dataset)GENE SYMBOLGENE_TITLERANK IN GENE LIST RANK METRIC SCORE RUNNING ES CORE ENRICHMENT
ITGB2 integrin subunit beta 2 [Source:HGNC Symbol;Acc:HGNC:6155]n ll null 15442 -0.357780874 -0.5409598 Yes
SAA1 serum amyloid A1 [Source:HGNC Symbol;Acc:HGNC:10513]null null 15520 -0.363778144 -0.5367742 Yes
PIK3CG phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit gamma [Source:HGNC Symbol;Acc:HGNC:8978]null null 15563 -0.367442071 -0.53057754 Yes
PPBP pro-platelet basic protein [Source:HGNC Symbol;Acc:HGNC:9240]null null 15751 -0.38234061 -0.53201604 Yes
NCKAP1L NCK associated protein 1 like [Source:HGNC Symbol;Acc:HGNC:4862]null null 15911 -0.398211777 -0.53154606 Yes
CCL15 C-C motif chemokine ligand 15 [Source:HGNC Symbol;Acc:HGNC:10613]null null 16193 -0.427426845 -0.53711396 Yes
CCL8 C-C motif chemokine ligand 8 [Source:HGNC Symbol;Acc:HGNC:10635]null null 16218 -0.429304004 -0.52849424 Yes
FCER1G Fc fragment of IgE receptor Ig [Source:HGNC Symbol;Acc:HGNC:3611]null null 16279 -0.434763014 -0.52172935 Yes
IL17RC interleukin 17 receptor C [Source:HGNC Symbol;Acc:HGNC:18358]null null 16335 -0.440735936 -0.514551 Yes
PPIB peptidylprolyl isomerase B [Source:HGNC Symbol;Acc:HGNC:9255]null null 16437 -0.45262903 -0.5096289 Yes
MAPK3 mitogen-activated protein kinase 3 [Source:HGNC Symbol;Acc:HGNC:6877]null null 16455 -0.455026805 -0.50002825 Yes
CD177 CD177 molecule [Source:HGNC Symbol;Acc:HGNC:30072]null null 16458 -0.455299705 -0.4895958 Yes
LBP lipopolysaccharide binding protein [Source:HGNC Symbol;Acc:HGNC:6517]null ull 16473 -0.457133204 -0.4797813 Yes
TRPV4 transient receptor potential cation channel subfamily V member 4 [Source:HGNC Symbol;Acc:HGNC:18083]null null 16489 -0.45900932 -0.4699784 Yes
CCL24 C-C motif chemokine ligand 24 [Source:HGNC Symbol;Acc:HGNC:10623]null null 16688 -0.482252806 -0.46970883 Yes
ANXA1 annexin A1 [Source:HGNC Symbol;Acc:HGNC:533]null null 16754 -0.489892334 -0.4619426 Yes
CSF1R colony stimulating factor 1 receptor [Source:HGNC Symbol;Acc:HGNC:2433]null null 17013 -0.528191209 -0.46391147 Yes
EPX eosinophil peroxidase [Source:HGNC Symbol;Acc:HGNC:3423]null null 17031 -0.531186044 -0.45254737 Yes
GBF1 golgi brefeldin A resistant guanine nucleotide exchange factor 1 [Source:HGNC Symbol;Acc:HGNC:4181]PTGES2 prostaglandin E synthase 2 [Source:HGNC Symbol;Acc:HGNC:17822]17233 -0.566813469 -0.4504849 Yes
CMKLR1 chemerin chemokine-like receptor 1 [Source:HGNC Symbol;Acc:HGNC:2121]null null 17285 -0.578728378 -0.43989116 Yes
UMODL1 uromodulin like 1 [Source:HGNC Symbol;Acc:HGNC:12560]null null 17306 -0.583832622 -0.42747313 Yes
PDE4D phosphodiesterase 4D [Source:HGNC Symbol;Acc:HGNC:8783]null null 17312 -0.584613323 -0.41421148 Yes
C5AR2 complement component 5a receptor 2 [Source:HGNC Symbol;Acc:HGNC:4527]ull null 17341 -0.589752674 -0.40209666 Yes
DPP4 dipeptidyl peptidase 4 [Source:HGNC Symbol;Acc:HGNC:3009]null null 17363 -0.593455791 -0.3895108 Yes
RARRES2 retinoic acid receptor responder 2 [Source:HGNC Symbol;Acc:HGNC:9868]null null 17383 -0.597 53737 -0.37671077 Yes
DPEP1 dipeptidase 1 [Source:HGNC Symbol;Acc:HGNC:3002]null null 17410 -0.603275001 -0.36417276 Yes
CD99L2 CD99 molecule like 2 [Source:HGNC Symbol;Acc:HGNC:18237]n ll null 17461 -0.613424778 -0.3527206 Yes
IL34 interleukin 34 [Source:HGNC Symbol;Acc:HGNC:28529]null null 17528 -0.627781153 -0.34181657 Yes
HRH1 histamine receptor H1 [Source:HGNC Symbol;Acc:HGNC:5182]null null 17551 -0.634201109 -0.32834232 Yes
CSF3R colony stimulating factor 3 receptor [Source:HGNC Symbol;Acc:HGNC:2439]null null 17591 -0.645043314 -0.31555262 Yes
RAC2 Rac family small GTPase 2 [Source:HGNC Symbol;Acc:HGNC:9802]null null 17626 -0.654239357 -0.3022748 Yes
LGALS3 galectin 3 [Source:HGNC Symbol;Acc:HGNC:6563]null null 17706 -0.674582899 -0.29100254 Yes
S100A9 S100 calcium binding protein A9 [Source:HGNC Symbol;Acc:HGNC:10499]null null 17722 -0.682200015 -0.2760316 Yes
CCL21 C-C motif chemokine ligand 21 [Source:HGNC Symbol;Acc:HGNC:10620]null null 17906 -0.765622795 -0.268375 Yes
DYSF dysferlin [Source:HGNC Symbol;Acc:HGNC:3097]null null 17919 -0.773031294 -0.25113577 Yes
CD300A CD300a molecule [Source:HGNC Symbol;Acc:HGNC:19319]null null 17920 -0.773127079 -0.23323387 Yes
IL1B interleukin 1 beta [Source:HGNC Symbol;Acc:HGNC:5992]null null 18141 -0.946923018 -0.22341557 Yes
THBS4 thrombospondin 4 [Source:HGNC Symbol;Acc:HGNC:11788]null null 18189 -1.021819115 -0.20234184 Yes
CCL23 C-C motif chemokine ligand 23 [Source:HGNC Symbol;Acc:HGNC:10622]null null 18196 -1.037387252 -0.17865117 Yes
CCL4 C-C motif chemokine ligand 4 [Source:HGNC Symbol;Acc:HGNC:10630]null null 18228 -1.128108144 -0.15423572 Yes
CCL2 C-C motif chemokine ligand 2 [Source:HGNC Symbol;Acc:HGNC:10618]null null 18271 - .38949275 -0.12437327 Yes
CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]CCL3 C-C motif chemokine ligand 3 [Source:HGNC Symbol;Acc:HGNC:10627]18283 -1.567147613 -0.08869 7 Yes
THBS1 thrombospondin 1 [Source:HGNC Symbol;Acc:HGNC:11785]null null 18286 -1.621011734 -0.05126632 Yes







Tg = 0.009 
B1 = 0.004 





Tg = 0.00168 
B1 = 7.779E-5 




Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative
1 0.068 0.067 0.987826 0.068 107.343 1584.7605 0.068 0.090 1.326484 0.068 28.254 417.1285
2 0.068 0.081 1.196933 0.068 155.947 2302.3235 0.068 0.042 0.625853 0.068 0.086 1.264918
3 0.068 0.112 1.652941 0.068 229.475 3387.8425 0.068 0.572 8.451831 0.068 3.436 50.72533
4 0.068 0.011 0.1623 0.068 40.878 603.5072 0.068 0.224 3.30893 0.068 3.366 49.69032
Ave 0.068 1.000 Ave 133.411 1,969.608 Ave 0.232 3.428 Ave 8.785 129.702
stdev 0.042 0.624 stdev 79.536 1,174.227 stdev 0.240 3.537 stdev 13.073 193.002
sqrt 2 2 sqrt 2 2 sqrt 2 2 sqrt 2 2
error 0.021123 0.31185 error 39.76802 587.11353 error 0.119774 1.768272 error 6.536474 96.50097
W-C W-P D-C D-P
Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative
1 0.791 0.783 0.989569 0.791 6.097 7.7072861 0.791 0.958 1.211472 0.791 1.187 1.500285
2 0.791 0.951 1.202452 0.791 4.684 5.9210604 0.791 0.712 0.900151 0.791 1.209 1.528271
3 0.791 0.659 0.832653 0.791 3.473 4.3901103 0.791 2.562 3.238348 0.791 1.953 2.468556
4 0.791 0.772 0.975325 0.791 5.295 6.6934412 0.791 1.156 1.461282 0.791 1.437 1.816091
Ave 0.791 1.000 Ave 4.887 6.178 Ave 1.347 1.703 Ave 1.446 1.828
stdev 0.121 0.152 stdev 1.106 1.398 stdev 0.830 1.049 stdev 0.356 0.450
sqrt 2 2 sqrt 2 2 sqrt 2 2 sqrt 2 2
error 0.06029 0.076218 error 0.553102 0.6992236 error 0.414935 0.524554 error 0.178008 0.225035






Tg = 0.206 
B1 = 0.199 





Tg = 0.274 
B1 = 3.6011E-4 





Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative
1 0.036 0.015 0.407561 0.036 161.272 4529.4185 0.036 0.059 1.657204 0.036 0.773 21.69686
2 0.036 0.070 1.952967 0.036 29.610 831.61724 0.036 0.021 0.585834 0.036 0.069 1.934006
3 0.036 0.032 0.885273 0.036 0.739 20.768525 0.036 1.001 28.11887 0.036 0.586 16.45289
4 0.036 0.027 0.7542 0.036 10.860 305.02021 0.036 0.084 2.360892 0.036 0.480 13.4806
Ave 0.036 1.000 Ave 50.620 1,421.706 Ave 0.291 8.181 Ave 0.477 13.391
stdev 0.024 0.667 stdev 74.731 2,098.864 stdev 0.474 13.312 stdev 0.298 8.359
sqrt 2 2 sqrt 2 2 sqrt 2 2 sqrt 2 2
error 0.011866 0.333255 error 37.36542 1049.4322 error 0.236992 6.656068 error 0.148818 4.179646
W-C W-P D-C D-P
Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative
1 0.476 0.415 0.873328 0.476 1.408 2.9603203 0.476 0.275 0.577569 0.476 1.417 2.979576
2 0.476 0.586 1.232164 0.476 1.970 4.1423096 0.476 0.180 0.3778 0.476 0.519 1.091773
3 0.476 0.385 0.80892 0.476 1.087 2.284859 0.476 0.439 0.923774 0.476 1.126 2.368843
4 0.476 0.516 1.085588 0.476 2.247 4.7260843 0.476 0.267 0.560983 0.476 2.290 4.816061
Ave 0.476 1.000 Ave 1.678 3.528 Ave 0.290 0.610 Ave 1.338 2.814
stdev 0.093 0.195 stdev 0.527 1.108 stdev 0.108 0.228 stdev 0.737 1.549
sqrt 2 2 sqrt 2 2 sqrt 2 2 sqrt 2 2
error 0.046304 0.097375 error 0.263349 0.5538081 error 0.054188 0.113954 error 0.368336 0.774591






Tg = 0.167 
B1 = 0.3112 





Tg = 0.039 
B1 = 0.11 





Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative
1 0.255 0.182 0.712526 0.255 0.472 1.8504597 0.255 0.082 0.321474 0.255 0.339 1.331892
2 0.255 0.361 1.415942 0.255 0.348 1.3652818 0.255 0.176 0.688798 0.255 0.165 0.646367
3 0.255 0.328 1.2882 0.255 0.745 2.9221829 0.255 0.512 2.009818 0.255 0.280 1.097427
4 0.255 0.149 0.583333 0.255 0.560 2.1978108 0.255 0.538 2.109861 0.255 0.102 0.40043
Ave 0.255 1.000 Ave 0.531 2.084 Ave 0.327 1.282 Ave 0.221 0.869
stdev 0.105 0.413 stdev 0.167 0.655 stdev 0.232 0.911 stdev 0.108 0.423
sqrt 2 2 sqrt 2 2 sqrt 2 2 sqrt 2 2
error 0.052663 0.206623 error 0.083457 0.3274396 error 0.116092 0.455482 error 0.053845 0.21126
W-C W-P D-C D-P
Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative
1 0.906 0.556 0.613548 0.906 1.141 1.2593445 0.906 0.695 0.767549 0.906 0.906 0.999546
2 0.906 1.243 1.372142 0.906 1.202 1.3262718 0.906 0.981 1.083004 0.906 0.760 0.83921
3 0.906 0.653 0.720546 0.906 1.867 2.0599114 0.906 0.661 0.729416 0.906 0.828 0.913854
4 0.906 1.172 1.293765 0.906 1.183 1.3052327 0.906 0.945 1.043096 0.906 0.817 0.901561
Ave 0.906 1.000 Ave 1.348 1.488 Ave 0.821 0.906 Ave 0.828 0.914
stdev 0.352 0.388 stdev 0.347 0.383 stdev 0.166 0.183 stdev 0.060 0.066
sqrt 2 2 sqrt 2 2 sqrt 2 2 sqrt 2 2
error 0.175903 0.194128 error 0.173297 0.1912515 error 0.082914 0.091504 error 0.029899 0.032997






Tg = 0.315 
B1 = 0.0044 





Tg = 0.85 
B1 = 6.1005E-4 





Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative
1 0.327 0.211 0.647148 0.327 1.141 3.4920812 0.327 0.235 0.720172 0.327 4.290 13.12871
2 0.327 0.486 1.488512 0.327 1.202 3.6776662 0.327 0.123 0.376887 0.327 0.198 0.60647
3 0.327 0.442 1.353628 0.327 1.867 5.7120017 0.327 0.364 1.114135 0.327 2.742 8.389955
4 0.327 0.167 0.510711 0.327 1.183 3.6193263 0.327 0.396 1.211699 0.327 2.011 6.154607
Ave 0.327 1.000 Ave 1.348 4.125 Ave 0.280 0.856 Ave 2.310 7.070
stdev 0.161 0.492 stdev 0.347 1.061 stdev 0.125 0.383 stdev 1.699 5.198
sqrt 2 2 sqrt 2 2 sqrt 2 2 sqrt 2 2
error 0.080464 0.246239 error 0.173297 0.530328 error 0.062654 0.191736 error 0.849323 2.599125
W-C W-P D-C D-P
Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative Ctrl Ave Mean/interRelative
1 1.390 1.144 0.822917 1.390 1.021 0.7343938 1.390 1.655 1.191279 1.390 1.204 0.866319
2 1.390 1.566 1.127252 1.390 0.884 0.6361862 1.390 1.494 1.074938 1.390 0.727 0.523144
3 1.390 1.310 0.942742 1.390 1.450 1.0436856 1.390 1.834 1.319809 1.390 0.984 0.708184
4 1.390 1.538 1.107089 1.390 1.132 0.8147839 1.390 1.476 1.062154 1.390 0.830 0.597535
Ave 1.390 1.000 Ave 1.122 0.807 Ave 1.615 1.162 Ave 0.936 0.674
stdev 0.200 0.144 stdev 0.241 0.174 stdev 0.167 0.120 stdev 0.207 0.149
sqrt 2 2 sqrt 2 2 sqrt 2 2 sqrt 2 2
error 0.100128 0.072052 error 0.120701 0.0868569 error 0.083485 0.060076 error 0.103651 0.074588
W-C W-P D-C D-P
127 
 
データ集 Mg 欠乏マウス 























Ctrl Hab. 1 week 2 week 3 week 4 week 5 week 6 week
1 30.1 28.9 30.63 32.15 28.47 34.29 34
2 26 26.55 28.14 32.77 28.74 32.94 33.21
3 25.74 25.63 26.9 28.75 25.14 29.73 30.1
Ave 27.28 27.0266667 28.5566667 31.2233333 27.45 32.32 32.4366667
MgD Hab. 1 week 2 week 3 week 4 week 5 week 6 week
1 31.2 31.85 31.45 31.43 30.63 31.15 30.35
2 28.77 29.18 29.3 30.14 29.51 29.15 28.92
3 27.81 27.81 28.75 29.03 28.89 29.97 29.98
Ave 29.26 29.6133333 29.8333333 30.2 29.6766667 30.09 29.75
Weight gain
Ctrl Hab. 1 week 2 week 3 week 4 week 5 week 6 week
1 1.10337243 1.05938416 1.12280059 1.17851906 1.0436217 1.25696481 1.24633431
2 0.95307918 0.97324047 1.03152493 1.20124633 1.05351906 1.20747801 1.21737537
3 0.94354839 0.93951613 0.98607038 1.05388563 0.92155425 1.08980938 1.10337243
Ave 1 0.99071359 1.04679863 1.14455034 1.00623167 1.18475073 1.18902737
stdev 0.0896499 0.06181479 0.06963298 0.07933599 0.07349958 0.08586402 0.0755793
sqrt 1.73205081 1.73205081 1.73205081 1.73205081 1.73205081 1.73205081 1.73205081
error 0.05175939 0.03568879 0.04020262 0.04580466 0.042435 0.04957362 0.04363573
MgD Hab. 1 week 2 week 3 week 4 week 5 week 6 week
1 1.14369501 1.16752199 1.15285924 1.1521261 1.12280059 1.14186217 1.11253666
2 1.05461877 1.06964809 1.07404692 1.10483871 1.08174487 1.06854839 1.0601173
3 1.01942815 1.01942815 1.05388563 1.06414956 1.0590176 1.09860704 1.09897361
Ave 1.07258065 1.08553275 1.09359726 1.10703812 1.08785435 1.10300587 1.09054252
stdev 0.06405103 0.07531393 0.05230302 0.04402949 0.03232742 0.03685431 0.02720771
sqrt 1.73205081 1.73205081 1.73205081 1.73205081 1.73205081 1.73205081 1.73205081





















Ingenuity Canonical Pathways  -log(p-value)Ratio z-score
Antigen Presentation Pathway 5.86 0.231 #NUM!
Hepatic Fibrosis / Hepatic Stellate Cell Activation 5.05 0.0968 #NUM!
Neuroinflammation Signaling Pathway 4.14 0.0736 2.982
Caveolar-mediated Endocytosis Signaling 3.58 0.123 #NUM!
Dendritic Cell Maturation 3.5 0.082 2.138
Cdc42 Signaling 3.4 0.0838 -0.816
Hepatic Fibrosis Signaling Pathway 3.27 0.0625 2.558
B Cell Development 3.26 0.167 #NUM!
IL-15 Production 3.08 0.0909 0.302
Granulocyte Adhesion and Diapedesis 3.08 0.0778 #NUM!
Neuroinflammation signaling pathway
Gene Symbol - mouse (Entrez Gene)Expr Log Ratio Expr Fold ChangeExpr p-value
H2-Q7 1.593 3.017 0.0000035
Cxcl10 2.207 4.618 8.79E-06
Ccl5 3.046 8.257 0.0000161
B2m 0.289 1.221 0.0000213
Ptgs2 0.54 1.454 0.00027
Irf7 0.934 1.911 0.000617
H2-Ab1 1.419 2.673 0.00188
Akt2 0.184 1.136 0.00536
Tlr8 3.548 11.693 0.00544
H2-Eb1 0.911 1.88 0.00586
Vcam1 0.358 1.282 0.00646
Traf3 -0.16 -1.117 0.0155
Stat1 0.252 1.19 0.016
Bdnf 0.226 1.169 0.0254
Slc6a12 1.567 2.963 0.0271
Grin3b 1.29 2.445 0.0317
Slc6a13 0.881 1.841 0.0332
H2-Aa 0.877 1.836 0.0387
H2-T23 0.348 1.273 0.0393
Crebbp -0.205 -1.153 0.0409
Icam1 0.503 1.417 0.0463
H2-DMb1 0.64 1.558 0.0464
Hepatic fibrosis signaling pathway
Gene Symbol - mouse (Entrez Gene)Expr Log Ratio Expr Fold ChangeExpr p-value
Tfrc 0.325 1.253 6.16E-07
Spp1 1.697 3.242 4.95E-06
Timp1 2.927 7.607 8.42E-06
Ccl5 3.046 8.257 0.0000161
Mylk3 1.246 2.371 0.000045
Mylk 0.283 1.217 0.000293
Col3a1 1.583 2.996 0.000427
Wnt9a 0.617 1.533 0.000553
Agt -0.318 -1.247 0.0041
Ngfr 0.796 1.737 0.00484
Akt2 0.184 1.136 0.00536
Vcam1 0.358 1.282 0.00646
Pdgfra 0.179 1.132 0.00874
Acta2 0.514 1.428 0.0155
Col5a3 -0.614 -1.531 0.0196
Rnd2 -0.147 -1.107 0.026
Rhot2 -0.147 -1.108 0.0306
Fzd4 0.425 1.342 0.0382
Crebbp -0.205 -1.153 0.0409
Itga2 1.179 2.264 0.0421
Cacna1c -0.196 -1.146 0.0441
Icam1 0.503 1.417 0.0463
Il1rl1 1.192 2.284 0.049
Dendritic cell maturation
Gene Symbol - mouse (Entrez Gene)Expr Log Ra io Expr Fold ChangeExpr p-value
H2-Q7 1.593 3.017 0.0000035
B2m 0.289 1.221 0.0000213
Col3a1 1.583 2.996 0.000427
H2-Ab1 1.419 2.673 0.00188
Ngfr 0.796 1.737 0.00484
Akt2 0.184 1.136 0.00536
H2-Eb1 0.911 1.88 0.00586
Stat1 0.252 1.19 0.016
Col5a3 -0.614 -1.531 0.0196
H2-Aa 0.877 1.836 0.0387
H2-T23 0.348 1.273 0.0393
Ifnar1 -0.149 -1.108 0.0397
Crebbp -0.205 -1.153 0.0409
Icam1 0.503 1.417 0.0463
















NAME SIZE ES NES NOM p-val FDR q-val
defense response to virus 117 0.5845081 2.1315567 0 0.00211006
response to virus 193 0.52930146 2.0471 0 0.00779751
response to tumor necrosis factor 197 0.5018767 1.963254 0 0.0221496
response to interferon gamma 101 0.5389727 1.9500883 0 0.02147346
cytokine-mediated signaling pathway 370 0.47300857 1.9494888 0 0.02032173
inflammatory response 359 0.46072188 1.8933603 0 0.03882597
regulation of cytokine secretion 111 0.52437335 1.889021 0 0.03753844
external side of plasma membrane 188 0.48190072 1.8691723 0 0.04517427
heparin binding 132 0.49967057 1.8453315 0 0.04895214
extracellular structure organization 284 0.45026878 1.8133514 0 0.0648322
leukocyte migration 225 0.45941415 1.8130709 0 0.06327956
sulfur compound binding 204 0.46419275 1.8014389 0 0.0665565
positive regulation of response to wounding 134 0.4872998 1.8000069 0 0.06617634
innate immune response 414 0.43114406 1.797471 0 0.06679522
regulation of response to wounding 347 0.43648756 1.7905655 0 0.06598881
regulation of inflammatory response 243 0.4492841 1.7853719 0 0.0678914
positive regulation of defense response 304 0.4296513 1.7655993 0 0.07709545
 monocarboxylic acid transport 108 0.48840153 1.7561028 0 0.07732
tumor necrosis factor-mediated signaling pathway 106 0.48039228 1.7539741 0 0.07843782
immune effector process 363 0.41793197 1.7309234 0 0.08827492
organic anion transmembrane transporter activity 151 0.45730752 1.7228692 0 0.09396471
cell chemotaxis 136 0.45969582 1.7177942 0 0.09557743
positive regulation of cytokine production 314 0.41830942 1.706782 0 0.10145614
regulation of cytokine production 467 0.4018735 1.7057742 0 0.10127087
side of membrane 344 0.41033778 1.6877537 0 0.11545942
glycosaminoglycan binding 167 0.43474367 1.6865742 0 0.11564946
negative regulation of multi organism process 119 0.4585062 1.6762738 0 0.11877561
defense response to other organism 345 0.40460414 1.6700217 0 0.12024097
organic acid transmembrane transporter activity 128 0.4517205 1.6666089 0 0.1231622
extracellular matrix 379 0.40026352 1.6576082 0 0.12868613
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defense response to virus
GENE SYMBOL RANK IN GENE LIST RANK METRIC SCORE RUNNING ES
TLR8 5 1.632695317 0.05271
CXCL10 7 1.513645053 0.10186
IRF7 9 1.472777247 0.14967
ISG15 18 1.257305384 0.18995
MX1 39 1.094005227 0.22402
RSAD2 61 0.997460306 0.25487
IFIT1 74 0.930861235 0.28424
GBP3 134 0.771030366 0.30486
IFITM3 219 0.676423848 0.32053
OAS2 239 0.658214808 0.3405
APOBEC1 252 0.642437875 0.36048
IFIH1 258 0.637203991 0.38083
BST2 285 0.608420432 0.39865
ISG20 355 0.554706216 0.41149
CD40 387 0.540530503 0.42673
PRF1 413 0.527255356 0.44199
F2RL1 431 0.518200338 0.45756
ZC3HAV1 517 0.47444272 0.46658
IFIT3 584 0.447770149 0.47616
CD8A 610 0.441056937 0.48862
EIF2AK2 726 0.41159457 0.49334
STAT1 819 0.390033513 0.49909
PMAIP1 843 0.383769244 0.50983
TLR7 896 0.370560676 0.51796
FAM111A 972 0.350863785 0.52372
IFITM1 1052 0.331531703 0.52854
CXADR 1088 0.32435745 0.53645
OAS3 1108 0.321651757 0.54548
IFI44L 1112 0.32072562 0.55568
TICAM1 1264 0.292778343 0.55382
CD86 1282 0.289707512 0.56196
IFITM2 1314 0.283904552 0.56886
TMEM173 1368 0.274514198 0.57379
POLR3G 1385 0.271149665 0.5814
DDX58 1530 0.243355721 0.57846
ABCC9 1673 0.222220674 0.57498
UNC93B1 1686 0.220289797 0.58124
TRIM25 1781 0.20793587 0.58092





GENE SYMBOL RANK IN GENE LISTRANK METRIC SCORE RUNNING ES
TLR8 5 1.632695317 0.034738
CXCL10 7 1.513645053 0.067218
IRF7 9 1.472777247 0.09882
ISG15 18 1.257305384 0.125256
MX1 39 1.094005227 0.14727
RSAD2 61 0.997460306 0.167132
CCL5 64 0.966550171 0.18777
IFIT1 74 0.930861235 0.207109
CCL8 125 0.791049302 0.220333
GBP3 134 0.771030366 0.23631
HYAL1 176 0.724484384 0.248785
IFITM3 219 0.676423848 0.26015
OAS2 239 0.658214808 0.272867
APOBEC1 252 0.642437875 0.285775
IFIH1 258 0.637203991 0.299102
BST2 285 0.608420432 0.310217
FGR 334 0.567589939 0.318786
ISG20 355 0.554706216 0.329201
CD40 387 0.540530503 0.338477
IRAK3 395 0.537586987 0.349509
PRF1 413 0.527255356 0.359561
F2RL1 431 0.518200338 0.369418
GLI2 441 0.514373541 0.379799
ACTA2 471 0.500373244 0.388363
GATA3 507 0.480105728 0.396037
ZC3HAV1 517 0.47444272 0.405559
IFIT3 584 0.447770149 0.410187
CD8A 610 0.441056937 0.417778
EIF2AK2 726 0.41159457 0.417913
MEF2C 795 0.395392835 0.421263
APOB 817 0.390646785 0.428073
STAT1 819 0.390033513 0.436387
CCL19 839 0.384354353 0.443213
PMAIP1 843 0.383769244 0.45124
HYAL3 851 0.380850196 0.458901
TLR7 896 0.370560676 0.463536
FAM111A 972 0.350863785 0.465397
MST1R 1009 0.343043625 0.470047
IFITM1 1052 0.331531703 0.473994
CXADR 1088 0.32435745 0.478317
OAS3 1108 0.321651757 0.483795
IFI44L 1112 0.32072562 0.490466
TICAM1 1264 0.292778343 0.485317
PSMB9 1270 0.291385055 0.491205
CD86 1282 0.289707512 0.496602
IFITM2 1314 0.283904552 0.500359
TMEM173 1368 0.274514198 0.502246
POLR3G 1385 0.271149665 0.506865
IFI44 1452 0.258465767 0.507421
DDX58 1530 0.243355721 0.506818
DUOX2 1562 0.237826675 0.509584
NPC2 1572 0.235994428 0.513977
BCL3 1629 0.228661194 0.514651
ABCC9 1673 0.222220674 0.516171
ODC1 1684 0.220628053 0.520158
UNC93B1 1686 0.220289797 0.52482
TRIM25 1781 0.20793587 0.522167
CXCL9 1822 0.203050569 0.523502
CDK6 1848 0.200056687 0.52591
CCL4 1867 0.19836244 0.528812

































GENE SYMBOL RANK IN GENE LIST RANK METRIC SCORERUNNING ES
TNFRSF17 2 2.125132799 0.02408
IL1RL1 4 1.673872828 0.04309
CXCL10 7 1.513645053 0.06019
IRF7 9 1.472777247 0.07691
TNFRSF9 13 1.302704811 0.09153
CCL7 16 1.272670865 0.10589
ISG15 18 1.257305384 0.12015
MX1 39 1.094005227 0.13108
CCL2 56 1.022255898 0.14151
RSAD2 61 0.997460306 0.15258
CCL5 64 0.966550171 0.16344
IFIT1 74 0.930861235 0.17337
GBP2 83 0.893915892 0.18294
ICAM1 102 0.825808525 0.19098
IL18R1 105 0.817344964 0.20014
CCL8 125 0.791049302 0.2077
IL20RA 139 0.760475934 0.21537
IL5 151 0.748532534 0.22306
TNFRSF10B 156 0.745705843 0.23126
NGFR 161 0.738098502 0.23937
CCR1 196 0.698906898 0.24472
CD74 210 0.686420143 0.25155
IFITM3 219 0.676423848 0.25865
CCL24 224 0.672172964 0.26601
OAS2 239 0.658214808 0.27244
BST2 285 0.608420432 0.27592
VCAM1 331 0.570636392 0.27897
ISG20 355 0.554706216 0.28352
EBI3 356 0.554227233 0.28984
CXCL1 365 0.551305056 0.29551
CD40 387 0.540530503 0.30006
IRAK3 395 0.537586987 0.30565
EDAR 420 0.523279905 0.30978
IL17RA 456 0.508048534 0.31288
HCK 460 0.506084383 0.31842
SP100 503 0.482729554 0.3207
TRIM21 528 0.471168816 0.32423
IFI35 554 0.458443791 0.32753
B2M 561 0.457028478 0.33228
IL17RC 566 0.454274565 0.33716
BGN 580 0.449352354 0.34128
GP1BA 583 0.448324054 0.34624
IFIT3 584 0.447770149 0.35134
PSMB8 618 0.438189 0.3538
PLVAP 631 0.433896959 0.35783
CXCR6 666 0.427373707 0.36009
TNFSF13 675 0.425211191 0.36432
TNFRSF11A 688 0.420615405 0.3682
IL7R 699 0.419060737 0.37221
PRLR 710 0.41584751 0.37618
LEPR 728 0.410573602 0.37956
CCL17 750 0.406092793 0.38257
IL1R2 759 0.403116941 0.38655
TNFRSF18 773 0.399574161 0.39011
CISH 775 0.398987085 0.39458
IL1B 803 0.393524051 0.397
TNFRSF12A 816 0.391108662 0.40053
STAT1 819 0.390033513 0.40483
CCR2 836 0.38557145 0.40799
CCL19 839 0.384354353 0.41222
CXCR3 898 0.369903803 0.41198
TNFRSF13B 954 0.356426984 0.41182
CCR7 978 0.349912375 0.41405
IFI27 984 0.34920904 0.41764
MST1R 1009 0.343043625 0.41971
KRT8 1021 0.34028405 0.42275
IFITM1 1052 0.331531703 0.42422
IL13RA2 1104 0.32261008 0.42398
OAS3 1108 0.321651757 0.42742
KRT18 1120 0.319594204 0.43022
TNFRSF13C 1126 0.318344921 0.43346
CARD14 1153 0.315104604 0.43506
EDARADD 1187 0.308991224 0.43604
TNFRSF8 1197 0.307560325 0.43886
IL27RA 1210 0.305508494 0.44142
IL20RB 1218 0.304541111 0.44436
MID1 1260 0.294199884 0.44456
PSMB9 1270 0.291385055 0.44719
GHR 1283 0.289685965 0.44957
FER 1297 0.286997378 0.45185
LTBR 1300 0.286165327 0.45495
IFITM2 1314 0.283904552 0.45719
IL5RA 1324 0.282600254 0.45972
PF4 1380 0.27274105 0.45861
ACSL1 1417 0.264649868 0.45886
IL1RAPL2 1422 0.263929188 0.46156
TNFRSF4 1430 0.262333661 0.46401
CD40LG 1442 0.260533333 0.46614
IL3RA 1486 0.25068292 0.46569
TNFRSF1A 1510 0.246212393 0.46673
CCR9 1520 0.244980216 0.46884
TNFRSF1B 1533 0.242717654 0.47068
DUOX2 1562 0.237826675 0.47124
PODNL1 1575 0.235789388 0.47301
cytokine-mediated signaling pathway
GENE SYMBOL RANK IN GENE LIST RANK METRIC SCORERUNNING ES
TNFRSF17 2 2.125132799 0.02408
IL1RL1 4 1.673872828 0.04309
CXCL10 7 1.513645053 0.06019
IRF7 9 1.472777247 0.07691
TNFRSF9 13 1.302704811 0.09153
CCL7 16 1.272670865 0.10589
ISG15 18 1.257305384 0.12015
MX1 39 1.094005227 0.13108
CCL2 56 1.022255898 0.14151
RSAD2 61 0.997460306 0.15258
CCL5 64 0.966550171 0.16344
IFIT1 74 0.930861235 0.17337
GBP2 83 0.893915892 0.18294
ICAM1 102 0.825808525 0.19098
IL18R1 105 0.817344964 0.20014
CCL8 125 0.791049302 0.2077
IL20RA 139 0.760475934 0.21537
IL5 151 0.748532534 0.22306
TNFRSF10B 156 0.745705843 0.23126
NGFR 161 0.738098502 0.23937
CCR1 196 0.698906898 0.24472
CD74 210 0.686420143 0.25155
IFITM3 219 0.676423848 0.25865
CCL24 224 0.672172964 0.26601
OAS2 239 0.658214808 0.27244
BST2 285 0.608420432 0.27592
VCAM1 331 0.570636392 0.27897
ISG20 355 0.554706216 0.28352
EBI3 356 0.554227233 0.28984
CXCL1 365 0.551305056 0.29551
CD40 387 0.540530503 0.30006
IRAK3 395 0.537586987 0.30565
EDAR 420 0.523279905 0.30978
IL17RA 456 0.508048534 0.31288
HCK 460 0.506084383 0.31842
SP100 503 0.482729554 0.3207
TRIM21 528 0.471168816 0.32423
IFI35 554 0.458443791 0.32753
B2M 561 0.457028478 0.33228
IL17RC 566 0.454274565 0.33716
BGN 580 0.449352354 0.34128
GP1BA 583 0.448324054 0.34624
IFIT3 584 0.447770149 0.35134
PSMB8 618 0.438189 0.3538
PLVAP 631 0.433896959 0.35783
CXCR6 666 0.427373707 0.36009
TNFSF13 675 0.425211191 0.36432
TNFRSF11A 688 0.420615405 0.3682
IL7R 699 0.419060737 0.37221
PRLR 710 0.41584751 0.37618
LEPR 728 0.410573602 0.37956
CCL17 750 0.406092793 0.38257
IL1R2 759 0.403116941 0.38655
TNFRSF18 773 0.399574161 0.39011
CISH 775 0.398987085 0.39458
IL1B 803 0.393524051 0.397
TNFRSF12A 816 0.391108662 0.40053
STAT1 819 0.390033513 0.40483
CCR2 836 0.38557145 0.40799
CCL19 839 0.384354353 0.41222
CXCR3 898 0.369903803 0.41198
TNFRSF13B 954 0.356426984 0.41182
CCR7 978 0.349912375 0.41405
IFI27 984 0.34920904 0.41764
MST1R 1009 0.343043625 0.41971
KRT8 1021 0.34028405 0.42275
IFITM1 1052 0.331531703 0.42422
IL13RA2 1104 0.32261008 0.42398
OAS3 1108 0.321651757 0.42742
KRT18 1120 0.319594204 0.43022
TNFRSF13C 1126 0.318344921 0.43346
CARD14 1153 0.315104604 0.43506
EDARADD 1187 0.308991224 0.43604
TNFRSF8 1197 0.307560325 0.43886
IL27RA 1210 0.305508494 0.44142
IL20RB 1218 0.304541111 0.44436
MID1 1260 0.294199884 0.44456
PSMB9 1270 0.291385055 0.44719
GHR 1283 0.289685965 0.44957
FER 1297 0.286997378 0.45185
LTBR 1300 0.286165327 0.45495
IFITM2 1314 0.283904552 0.45719
IL5RA 1324 0.282600254 0.45972
PF4 1380 0.27274105 0.45861
ACSL1 1417 0.264649868 0.45886
IL1RAPL2 1422 0.263929188 0.46156
TNFRSF4 1430 0.262333661 0.46401
CD40LG 1442 0.260533333 0.46614
IL3RA 1486 0.25068292 0.46569
TNFRSF1A 1510 0.246212393 0.46673
CCR9 1520 0.244980216 0.46884
TNFRSF1B 1533 0.242717654 0.47068
DUOX2 1562 0.237826675 0.47124

















response to interferon gamma
GENE SYMBOL RANK IN GENE LIST RANK METRIC SCORE RUNNING ES
IRF7 9 1.472777247 0.05128
CCL7 16 1.272670865 0.09572
CCL2 56 1.022255898 0.12885
CCL5 64 0.966550171 0.16242
GBP2 83 0.893915892 0.1926
GBP5 91 0.864966214 0.22259
ICAM1 102 0.825808525 0.25097
CALCOCO2 108 0.809586763 0.27915
CCL8 125 0.791049302 0.30586
IFITM3 219 0.676423848 0.32272
CCL24 224 0.672172964 0.34613
OAS2 239 0.658214808 0.3683
BST2 285 0.608420432 0.38637
VCAM1 331 0.570636392 0.40312
HCK 460 0.506084383 0.41133
SP100 503 0.482729554 0.4252
MRC1 527 0.471629947 0.44011
TRIM21 528 0.471168816 0.45673
B2M 561 0.457028478 0.47044
CCL17 750 0.406092793 0.47062
STAT1 819 0.390033513 0.47926
CCL19 839 0.384354353 0.49139
CXCL16 959 0.355290323 0.49496
SLC11A1 1017 0.341046721 0.5027
IFITM1 1052 0.331531703 0.51184
OAS3 1108 0.321651757 0.51905
MID1 1260 0.294199884 0.51806
CD86 1282 0.289707512 0.5267
IFITM2 1314 0.283904552 0.53438
AQP4 1474 0.254032344 0.53137




























GENE SYMBOL RANK IN GENE LIST RANK METRIC SCORERUNNING ES
TLR8 5 1.632695317 0.01782
CXCL10 7 1.513645053 0.03461
TNFRSF9 13 1.302704811 0.04875
CCL7 16 1.272670865 0.06278
ITGAL 25 1.189784169 0.07543
NR1H4 31 1.152801752 0.0879
CHST4 43 1.077700734 0.09907
CCL2 56 1.022255898 0.10954
CCL5 64 0.966550171 0.11978
PTGS2 88 0.879255593 0.12782
GBP5 91 0.864966214 0.13731
CNR2 97 0.841019869 0.1463
ICAM1 102 0.825808525 0.15519
FOLR2 124 0.791821957 0.16241
CCL8 125 0.791049302 0.17123
IL5 151 0.748532534 0.17765
TNFRSF10B 156 0.745705843 0.18566
NGFR 161 0.738098502 0.19358
HYAL1 176 0.724484384 0.20058
CCR1 196 0.698906898 0.20691
CD6 199 0.693294287 0.21449
IL17F 213 0.684831262 0.22112
SPP1 215 0.681814253 0.22865
TLR6 217 0.679224849 0.23614
CCL24 224 0.672172964 0.24317
ITGB6 238 0.659272254 0.24953
IL18RAP 255 0.639462471 0.25543
SPHK1 295 0.601399004 0.25914
VCAM1 331 0.570636392 0.26281
NFKB2 352 0.557038069 0.26748
TLR2 357 0.554056406 0.27335
CXCL1 365 0.551305056 0.27896
BLNK 373 0.545910954 0.28451
CD40 387 0.540530503 0.28954
F2RL1 431 0.518200338 0.29201
TFRC 432 0.518103123 0.29779
HCK 460 0.506084383 0.30136
CD180 466 0.502952397 0.30658
SP100 503 0.482729554 0.3092
GATA3 507 0.480105728 0.31432
CD163 508 0.479088992 0.31966
AOC3 510 0.477665901 0.32491
TLR9 543 0.461582959 0.3276
SIGLEC1 562 0.456457853 0.3313
SCUBE1 572 0.452687889 0.33566
CXCR6 666 0.427373707 0.33328
TLR5 669 0.426897168 0.33789
TNFRSF11A 688 0.420615405 0.3412
SELE 715 0.413933277 0.34381
NUPR1 734 0.408870399 0.34699
CCL17 750 0.406092793 0.35036
TNFRSF18 773 0.399574161 0.35313
IL1B 803 0.393524051 0.35529
BMP6 822 0.38965413 0.35825
CCR2 836 0.38557145 0.36155
CCL19 839 0.384354353 0.36568
BMP2 840 0.3839432 0.36996
HYAL3 851 0.380850196 0.37344
TLR7 896 0.370560676 0.37419
CXCR3 898 0.369903803 0.37824
RASGRP1 918 0.364124656 0.38084
SAA4 948 0.357269585 0.3826
CRHBP 956 0.356036246 0.38603
CDO1 964 0.354092151 0.38944
CCR7 978 0.349912375 0.39234
PTGDR 983 0.349247247 0.39593
CALCA 1000 0.344691277 0.39854
SLC11A1 1017 0.341046721 0.40112
LTB4R2 1024 0.339834064 0.40444
F11R 1026 0.339589506 0.40815
B4GALT1 1035 0.336514533 0.41129
NMI 1100 0.32310316 0.40998
CYBA 1137 0.317410916 0.41075
SDC1 1173 0.31074518 0.41153
ECM1 1189 0.308680475 0.41382
TNFRSF8 1197 0.307560325 0.41671
IL20RB 1218 0.304541111 0.41857
TICAM1 1264 0.292778343 0.41838
CYBB 1277 0.290290922 0.42069
LTBR 1300 0.286165327 0.42219
HFE 1302 0.285996526 0.42531
IL5RA 1324 0.282600254 0.42684
CYP26B1 1361 0.275734335 0.42715
SAA1 1363 0.275104135 0.43014
REL 1367 0.274762481 0.43298
SELP 1373 0.273584336 0.43564
PF4 1380 0.27274105 0.43822
C3AR1 1410 0.266291231 0.43896
TNFRSF4 1430 0.262333661 0.44043
TIRAP 1436 0.260920078 0.44295
RIPK2 1437 0.260904133 0.44586
CD40LG 1442 0.260533333 0.44846
HAVCR2 1447 0.2594603 0.45105
FN1 1481 0.252040952 0.45132
NFATC4 1501 0.248091817 0.45263
TNFRSF1A 1510 0.246212393 0.45476
TNFRSF1B 1533 0.242717654 0.45578
STAB1 1558 0.238704652 0.45659
HMOX1 1591 0.232791007 0.45673
EPHX2 1598 0.232163742 0.45886
ELF3 1672 0.222223014 0.45573
BDKRB1 1675 0.22214897 0.45806
SEMA7A 1678 0.221552312 0.46037
IGFBP4 1706 0.217336103 0.46072
inflammatory response 
GENE SYMBOL RANK IN GENE LIST RANK METRIC SCORERUNNING ES
TLR8 5 1.632695317 0.01782
CXCL10 7 1.513645053 0.03461
TNFRSF9 13 1.302704811 0.04875
CCL7 16 1.272670865 0.06278
ITGAL 25 1.189784169 0.07543
NR1H4 31 1.152801752 0.0879
CHST4 43 1.077700734 0.09907
CCL2 56 1.022255898 0.10954
CCL5 64 0.966550171 0.11978
PTGS2 88 0.879255593 0.12782
GBP5 91 0.864966214 0.13731
CNR2 97 0.841019869 0.1463
ICAM1 102 0.825808525 0.15519
FOLR2 124 0.791821957 0.16241
CCL8 125 0.791049302 0.17123
IL5 151 0.748532534 0.17765
TNFRSF10B 156 0.745705843 0.18566
NGFR 161 0.738098502 0.19358
HYAL1 176 0.724484384 0.20058
CCR1 196 0.698906898 0.20691
CD6 199 0.693294287 0.21449
IL17F 213 0.684831262 0.22112
SPP1 215 0.681814253 0.22865
TLR6 217 0.679224849 0.23614
CCL24 224 0.672172964 0.24317
ITGB6 238 0.659272254 0.24953
IL18RAP 255 0.639462471 0.25543
SPHK1 295 0.601399004 0.25914
VCAM1 331 0.570636392 0.26281
NFKB2 352 0.557038069 0.26748
TLR2 357 0.554056406 0.27335
CXCL1 365 0.551305056 0.27896
BLNK 373 0.545910954 0.28451
CD40 387 0.540530503 0.28954
F2RL1 431 0.518200338 0.29201
TFRC 432 0.518103123 0.29779
HCK 460 0.506084383 0.30136
CD180 466 0.502952397 0.30658
SP100 503 0.482729554 0.3092
GATA3 507 0.480105728 0.31432
CD163 508 0.479088992 0.31966
AOC3 510 0.477665901 0.32491
TLR9 543 0.461582959 0.3276
SIGLEC1 562 0.456457853 0.3313
SCUBE1 572 0.452687889 0.33566
CXCR6 666 0.427373707 0.33328
TLR5 669 0.426897168 0.33789
TNFRSF11A 688 0.420615405 0.3412
SELE 715 0.413933277 0.34381
NUPR1 734 0.408870399 0.34699
CCL17 750 0.406092793 0.35036
TNFRSF18 773 0.399574161 0.35313
IL1B 803 0.393524051 0.35529
BMP6 822 0.38965413 0.35825
CCR2 836 0.38557145 0.36155
CCL19 839 0.384354353 0.36568
BMP2 840 0.3839432 0.36996
HYAL3 851 0.380850196 0.37344
TLR7 896 0.370560676 0.37419
CXCR3 898 0.369903803 0.37824
RASGRP1 918 0.364124656 0.38084
SAA4 948 0.357269585 0.3826
CRHBP 956 0.356036246 0.38603
CDO1 964 0.354092151 0.38944
CCR7 978 0.349912375 0.39234
PTGDR 983 0.349247247 0.39593
CALCA 1000 0.344691277 0.39854
SLC11A1 1017 0.341046721 0.40112
LTB4R2 1024 0.339834064 0.40444
F11R 1026 0.339589506 0.40815
B4GALT1 1035 0.336514533 0.41129
NMI 1100 0.32310316 0.40998
CYBA 1137 0.317410916 0.41075
SDC1 1173 0.31074518 0.41153
ECM1 1189 0.308680475 0.41382
TNFRSF8 1197 0.307560325 0.41671
IL20RB 1218 0.304541111 0.41857
TICAM1 1264 0.292778343 0.41838
CYBB 1277 0.290290922 0.42069
LTBR 1300 0.286165327 0.42219
HFE 1302 0.285996526 0.42531
IL5RA 1324 0.282600254 0.42684
CYP26B1 1361 0.275734335 0.42715
SAA1 1363 0.275104135 0.43014
REL 1367 0.274762481 0.43298
SELP 1373 0.273584336 0.43564
PF4 1380 0.27274105 0.43822
C3AR1 1410 0.266291231 0.43896
TNFRSF4 1430 0.262333661 0.44043
TIRAP 1436 0.260920078 0.44295
RIPK2 1437 0.260904133 0.44586
CD40LG 1442 0.260533333 0.44846
HAVCR2 1447 0.2594603 0.45105
FN1 1481 0.252040952 0.45132
NFATC4 1501 0.248091817 0.45263
TNFRSF1A 1510 0.246212393 0.45476
TNFRSF1B 1533 0.242717654 0.45578
STAB1 1558 0.238704652 0.45659
HMOX1 1591 0.232791007 0.45673
EPHX2 1598 0.232163742 0.45886
ELF3 1672 0.222223014 0.45573
BDKRB1 1675 0.22214897 0.45806
SEMA7A 1678 0.221552312 0.46037


















Angptl7 H2-Q7 Timp1 Ccl5 Ccl7 Cxcl10 Spp1 IRF7 Tnfrsf9 Tnfrsf17
Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD
Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.
1.26102616 13.695894 0.51097015 2.62801321 0.98747583 3.06158447 1.33938419 5.4796392 1.208652 3.67685019 0.91328183 3.12097251 0.63528437 1.89297532 0.44997123 1.00857968 0.83757517 0.77680604 0.85297725 1.30332996
1.04213347 8.52427354 1.96410823 0.74133875 1.07322752 1.82070132 1.09222406 3.70239762 1.28418974 1.30402672 0.98783279 4.29895504 1.27404443 0.7451322 0.52969206 1.21266098 0.82256336 0.69462879 0.92940771 1.03315667
0.92665066 16.8024468 1.10418445 1.23010833 0.89980147 2.78291444 0.70709371 3.71860975 0.55339095 2.08106582 0.70720381 1.60633025 0.66063112 1.4172062 0.54478119 0.78912939 0.8144144 0.8607971 0.87994648 0.81261613
0.76571966 30.4989658 1.10269068 0.67710827 0.63128442 9.9682675 0.63095958 10.5384543 0.61067688 5.82907843 0.51990356 4.15365296 0.7671931 6.02223335 0.59270176 0.96491978 1.08994018 0.90346329 0.78938866 1.03765037
1.17516449 5.52641616 0.72353395 1.68890238 0.94212807 2.68353521 0.9269815 3.55717 1.02024806 4.0979364 1.12610364 1.21120901 0.70996417 1.62169684 0.60945857 0.85591141 0.75379413 0.77192977 0.68818071 0.95069582
0.77598187 10.0535916 0.99100002 1.07877404 1.26582149 4.2743229 1.37909025 4.81060307 1.49432281 1.64472955 0.72764004 1.49706818 1.27189421 1.59779574 0.8564319 0.78069074 0.81829435 0.66526056 1.18122763 0.81653267
0.98583936 1.10486856 1.42156122 1.11310658 0.98814262 1.06427215 0.71635439 2.35320457 0.72844549 1.59404513 0.82308434 1.42549257 0.91393465 1.80865533
1.06748433 0.49864396 0.77869999 0.81116013 0.84037695 1.95376217 0.79874931 4.17966385 0.45810727 2.17508864 0.81131512 1.61033342 1.34893108 1.86531022
2.47359047 1.30263262 1.85346131 1.5870639 1.4818172 1.43398421 1.27133867 1.20533877
0.78365199 1.60361602 1.12708819 0.90009561
0.90864244 2.77333319 1.62011357 1.24457155
AVE 1 14.183598 1 1.3407075 1 4.09855431 1 5.30114567 1 3.10561452 1 2.64803133 1 2.34806008 1 1.21867663 1 1.01585508 1 1.20369844
STDEV 0.17558013 8.91424876 0.46735187 0.72922477 0.2541675 2.98266779 0.27855919 2.67595817 0.32639081 1.7411417 0.43552358 1.39215191 0.53694633 1.68377313 0.75331403 0.47537422 0.29896025 0.36665056 0.22091279 0.39324636
SQRT 2.82842712 2.44948974 3.31662479 3 2.82842712 2.44948974 2.82842712 2.44948974 2.82842712 2.64575131 2.82842712 2.44948974 3.31662479 3 3.31662479 3 3.31662479 3 3.31662479 3
ERROR 0.06207695 3.63922682 0.14091189 0.24307492 0.08986178 1.21766902 0.09848555 1.09245535 0.11539658 0.65808971 0.15398084 0.56834364 0.16189541 0.56125771 0.22713273 0.15845807 0.09013991 0.12221685 0.06660771 0.13108212
TTEST 0.00114493 0.30657088 0.01181111 0.00063669 0.00540071 0.00785358 0.02154526 0.46025233 0.91624671 0.16046729
Angptl7 Timp1 Ccl5 Ccl7 Cxcl10 Spp1
Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD
Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.
1.10388419 12.3852955 0.81071309 4.89835459 1.31149464 10.7028684 1.14989816 3.20608389 1.66710109 4.49281807 1.03650848 2.14868515
0.88850249 10.9854014 0.86702035 5.10567595 0.94927108 8.81437334 1.16738546 1.47895001 1.18642562 3.34777464 0.98577432 1.90582201
1.03034262 10.2905438 1.36871795 3.35009065 1.31133169 5.54138858 0.86173341 1.88455333 0.85896981 2.06613673 1.11710861 1.78527339
1.07977346 10.1950598 0.91480273 7.43213977 0.87933558 9.44437364 0.96262894 2.36851719 1.04203272 1.84591801 0.93069016 1.76870818
1.06438991 10.7291343 1.33160177 8.07748405 1.01984731 9.03048691 1.40890928 2.73469057 0.99322496 2.79597849 1.0545969 1.86136305
0.9036522 8.06505825 0.92809728 2.04224041 1.00756978 4.88215576 0.75893706 1.62824584 0.7709492 1.89713193 1.07794127 1.39918106
0.80790837 10.8922392 0.87527266 7.2003687 0.93012567 8.5683862 0.61211981 2.01742352 0.8257628 1.72212698 0.89641541 1.8896596
1.12154675 0.90377418 0.59102424 1.07838788 0.65553381 0.90096486
AVE 1 10.5061046 1 5.44376487 1 8.14057612 1 2.18835205 1 2.59541212 1 1.82267035
STDEV 0.11686981 1.29498062 0.21930757 2.24875467 0.23411977 2.12396148 0.25436628 0.6198392 0.31689574 1.02457484 0.08421648 0.22466203
SQRT 2.82842712 2.64575131 2.82842712 2.64575131 2.82842712 2.64575131 2.82842712 2.64575131 2.82842712 2.64575131 2.82842712 2.64575131
ERROR 0.04131972 0.48945667 0.07753694 0.84994937 0.08277384 0.80278198 0.08993206 0.2342772 0.11203956 0.38725289 0.02977502 0.08491427
TTEST 2.3437E-11 8.7821E-05 3.2731E-07 0.00024952 0.00103865 2.7053E-07
Cd16 Cd32 Cd206 Cd209a
Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD
Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.
0.98823381 1.02948391 1.14740981 1.33133668 1.54191208 1.37658242 1.17688518 0.90321271
0.98968731 0.86544005 1.12962038 0.91177826 1.13209971 0.90424599 1.18906722 0.83340434
1.24498442 0.6169771 1.13127519 0.72255029 1.14857011 0.61110174 1.47143365 0.79924486
0.97553175 0.71905537 1.00420527 0.75631893 0.85941603 0.64639153 0.87373422 0.59638599
0.99603558 0.76665875 0.95112231 0.79665975 1.10643852 0.81951894 0.95307945 0.64835668
0.98471771 0.70843914 0.90668755 0.86954092 0.91703323 0.78726852 0.9288615 0.52922763
0.94265706 0.76727507 0.87439227 0.79021854 0.62948969 0.65704745 0.64465884 0.75402613
0.87815236 0.85528723 0.66504064 0.76227994
AVE 1 0.7819042 1 0.88262905 1 0.82887951 1 0.72340833
STDEV 0.10639897 0.13245655 0.12165366 0.20811431 0.29776412 0.26386011 0.26599353 0.13576385
SQRT 2.82842712 2.64575131 2.82842712 2.64575131 2.82842712 2.64575131 2.82842712 2.64575131
ERROR 0.03761771 0.05006387 0.04301106 0.07865981 0.10527551 0.09972975 0.09404291 0.05131391
TTEST 0.00364505 0.19810026 0.2630476 0.02784182
Cd16 Cd32 Cd206 Cd209a
Ctrl MgD Ctrl MgD Ctrl MgD Ctrl MgD
Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev. Relative lev.
0.92797094 0.9523843 0.92177479 1.11052131 0.92177479 1.11052131 0.73327555 0.55977426
0.87162493 0.78613424 0.86791528 0.82737262 0.86791528 0.82737262 0.66953416 0.3529078
0.91522124 0.78831639 0.93343271 0.92050624 0.93343271 0.92050624 0.54031434 0.67326432
0.86444828 0.74720414 0.80797561 1.01305504 0.80797561 1.01305504 0.32476256 0.97855885
1.04702983 0.89047633 0.70292357 0.96381205 0.70292357 0.96381205 0.49174529 0.50345314
0.95592352 0.68395131 0.81213281 0.72214831 0.81213281 0.72214831 0.67030544 0.45017764
1.01192615 1.18863284 0.94679074 1.69577993 0.94679074 1.69577993 0.71844214 1.62947957
1.0213243 1.10418659 0.84253946 1.70151254 0.84253946 1.70151254 0.47670706 0.86658237
1.10609569 0.99170119 1.58809973 1.21612897 1.58809973 1.21612897 1.1926906 1.25739803
1.14121846 1.08439959 1.08439959 3.18681538
1.13721666 1.49201571 1.49201571 1.99540749
AVE 1 0.90366526 1 1.130093 1 1.130093 1 0.80795511
STDEV 0.10099946 0.17014198 0.28479953 0.35313588 0.28479953 0.35313588 0.85894499 0.42085831
SQRT 3.31662479 3 3.31662479 3 3.31662479 3 3.31662479 3
ERROR 0.03045248 0.05671399 0.08587029 0.11771196 0.08587029 0.11771196 0.25898166 0.1402861
TTEST 0.13280996 0.37327429 0.37327429 0.5486685
136 
 







Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
7.82E-01 6.90E-01 8.82E-01 7.82E-01 9.97E-01 1.28E+00
7.82E-01 5.88E-01 7.52E-01 7.82E-01 1.15E+00 1.48E+00
7.82E-01 7.85E-01 1.00E+00 7.82E-01 1.03E+00 1.32E+00
7.82E-01 9.05E-01 1.16E+00 7.82E-01 1.19E+00 1.52E+00
7.82E-01 7.61E-01 9.73E-01 7.82E-01 9.13E-01 1.17E+00
7.82E-01 7.21E-01 9.22E-01 7.82E-01 9.99E-01 1.28E+00
7.82E-01 9.11E-01 1.17E+00 7.82E-01 7.15E-01 9.14E-01
7.82E-01 8.94E-01 1.14E+00 7.82E-01 8.71E-01 1.11E+00
AVE 1.00 AVE 1.26
STDEV 0.15 STDEV 0.20
SQRT 2.83 SQRT 2.83
ERROR 0.05 ERROR 0.07
TTEST TTEST 0.00998
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
7.01E-01 3.88E-01 5.53E-01 7.01E-01 5.80E-01 8.27E-01
7.01E-01 6.78E-01 9.68E-01 7.01E-01 7.96E-01 1.14E+00
7.01E-01 4.11E-01 5.87E-01 7.01E-01 5.26E-01 7.51E-01
7.01E-01 6.17E-01 8.80E-01 7.01E-01 3.26E-01 4.65E-01
7.01E-01 1.24E+00 1.77E+00 7.01E-01 8.46E-01 1.21E+00
7.01E-01 9.22E-01 1.32E+00 7.01E-01 6.01E-01 8.57E-01
7.01E-01 5.65E-01 8.06E-01 7.01E-01 6.10E-01 8.71E-01
7.01E-01 7.84E-01 1.12E+00 7.01E-01 7.76E-01 1.11E+00
AVE 1.00 AVE 0.90
STDEV 0.40 STDEV 0.24
SQRT 2.83 SQRT 2.83
ERROR 0.14 ERROR 0.09
TTEST TTEST 0.56713
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
7.70E-01 5.87E-01 7.62E-01 7.70E-01 7.04E-01 9.15E-01
7.70E-01 6.66E-01 8.65E-01 7.70E-01 7.64E-01 9.93E-01
7.70E-01 5.18E-01 6.73E-01 7.70E-01 6.93E-01 9.01E-01
7.70E-01 5.63E-01 7.31E-01 7.70E-01 4.02E-01 5.22E-01
7.70E-01 1.15E+00 1.50E+00 7.70E-01 1.08E+00 1.40E+00
7.70E-01 8.77E-01 1.14E+00 7.70E-01 5.35E-01 6.95E-01
7.70E-01 7.41E-01 9.62E-01 7.70E-01 3.60E-01 4.68E-01
7.70E-01 1.06E+00 1.37E+00 7.70E-01 9.84E-01 1.28E+00
AVE 1.00 AVE 0.90
STDEV 0.31 STDEV 0.33
SQRT 2.83 SQRT 2.83












Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
6.85E-01 3.33E-01 4.86E-01 6.85E-01 3.95E-01 5.76E-01
6.85E-01 3.14E-01 4.58E-01 6.85E-01 5.62E-01 8.20E-01
6.85E-01 6.12E-01 8.94E-01 6.85E-01 5.00E-01 7.30E-01
6.85E-01 7.85E-01 1.15E+00 6.85E-01 6.36E-01 9.28E-01
6.85E-01 1.16E+00 1.70E+00 6.85E-01 8.83E-01 1.29E+00
6.85E-01 8.51E-01 1.24E+00 6.85E-01 5.23E-01 7.63E-01
6.85E-01 6.56E-01 9.58E-01 6.85E-01 5.67E-01 8.28E-01
6.85E-01 7.64E-01 1.12E+00 6.85E-01 7.26E-01 1.06E+00
AVE 1.00 AVE 0.87
STDEV 0.41 STDEV 0.22
SQRT 2.83 SQRT 2.83
ERROR 0.14 ERROR 0.08
TTEST TTEST 0.45377
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
7.86E-01 6.71E-01 8.54E-01 7.86E-01 6.09E-01 7.75E-01
7.86E-01 6.78E-01 8.63E-01 7.86E-01 9.33E-01 1.19E+00
7.86E-01 5.42E-01 6.89E-01 7.86E-01 8.54E-01 1.09E+00
7.86E-01 5.64E-01 7.18E-01 7.86E-01 4.95E-01 6.30E-01
7.86E-01 9.72E-01 1.24E+00 7.86E-01 9.74E-01 1.24E+00
7.86E-01 8.93E-01 1.14E+00 7.86E-01 5.66E-01 7.21E-01
7.86E-01 1.07E+00 1.37E+00 7.86E-01 4.32E-01 5.49E-01
7.86E-01 8.93E-01 1.14E+00 7.86E-01 9.79E-01 1.25E+00
AVE 1.00 AVE 0.93
STDEV 0.25 STDEV 0.29
SQRT 2.83 SQRT 2.83
ERROR 0.09 ERROR 0.10
TTEST TTEST 0.60967
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
1.12E+00 8.88E-01 7.89E-01 ####### 6.29E-01 5.59E-01
1.12E+00 1.47E+00 1.31E+00 ####### 1.23E+00 1.09E+00
1.12E+00 1.05E+00 9.35E-01 ####### 1.39E+00 1.24E+00
1.12E+00 8.52E-01 7.57E-01 ####### 8.95E-01 7.96E-01
1.12E+00 1.01E+00 8.96E-01 ####### 1.25E+00 1.11E+00
1.12E+00 1.27E+00 1.13E+00 ####### 1.08E+00 9.59E-01
1.12E+00 1.30E+00 1.16E+00 ####### 1.63E+00 1.45E+00
1.12E+00 1.16E+00 1.03E+00 ####### 1.28E+00 1.13E+00
AVE 1.00 AVE 1.04
STDEV 0.19 STDEV 0.27
SQRT 2.83 SQRT 2.83












Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
1.08E+00 8.13E-01 7.55E-01 ####### 8.39E-01 7.79E-01
1.08E+00 8.86E-01 8.23E-01 ####### 1.01E+00 9.40E-01
1.08E+00 9.93E-01 9.23E-01 ####### 8.40E-01 7.80E-01
1.08E+00 1.27E+00 1.18E+00 ####### 8.75E-01 8.12E-01
1.08E+00 1.38E+00 1.28E+00 ####### 7.59E-01 7.05E-01
1.08E+00 1.15E+00 1.07E+00 ####### 7.76E-01 7.21E-01
1.08E+00 1.10E+00 1.02E+00 ####### 6.82E-01 6.33E-01
1.08E+00 1.02E+00 9.44E-01 ####### 6.99E-01 6.49E-01
AVE 1.00 AVE 0.75
STDEV 0.18 STDEV 0.10
SQRT 2.83 SQRT 2.83
ERROR 0.06 ERROR 0.03
TTEST TTEST 0.00377
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
7.36E-01 8.30E-01 1.13E+00 7.36E-01 6.55E-01 8.90E-01
7.36E-01 8.33E-01 1.13E+00 7.36E-01 7.93E-01 1.08E+00
7.36E-01 8.59E-01 1.17E+00 7.36E-01 7.31E-01 9.94E-01
7.36E-01 6.63E-01 9.01E-01 7.36E-01 7.48E-01 1.02E+00
7.36E-01 5.67E-01 7.70E-01 7.36E-01 7.65E-01 1.04E+00
7.36E-01 6.07E-01 8.26E-01 7.36E-01 7.12E-01 9.67E-01
7.36E-01 7.61E-01 1.03E+00 7.36E-01 7.25E-01 9.86E-01
7.36E-01 7.65E-01 1.04E+00 7.36E-01 7.44E-01 1.01E+00
AVE 1.00 AVE 1.00
STDEV 0.15 STDEV 0.06
SQRT 2.83 SQRT 2.83
ERROR 0.05 ERROR 0.02
TTEST TTEST 0.97001
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
4.37E-01 4.00E-01 9.15E-01 4.37E-01 1.67E+00 3.83E+00
4.37E-01 4.51E-01 1.03E+00 4.37E-01 1.66E+00 3.80E+00
4.37E-01 4.56E-01 1.04E+00 4.37E-01 1.62E+00 3.70E+00
4.37E-01 4.00E-01 9.15E-01 4.37E-01 1.61E+00 3.68E+00
4.37E-01 5.03E-01 1.15E+00 4.37E-01 1.55E+00 3.55E+00
4.37E-01 4.21E-01 9.63E-01 4.37E-01 1.60E+00 3.65E+00
4.37E-01 4.48E-01 1.02E+00 4.37E-01 1.52E+00 3.48E+00
4.37E-01 4.18E-01 9.56E-01 4.37E-01 1.69E+00 3.86E+00
AVE 1.00 AVE 3.70
STDEV 0.08 STDEV 0.14
SQRT 2.83 SQRT 2.83













Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
4.29E-01 3.59E-01 8.37E-01 4.29E-01 3.94E-01 9.19E-01
4.29E-01 4.05E-01 9.44E-01 4.29E-01 4.58E-01 1.07E+00
4.29E-01 4.99E-01 1.16E+00 4.29E-01 4.53E-01 1.06E+00
4.29E-01 4.20E-01 9.79E-01 4.29E-01 4.63E-01 1.08E+00
4.29E-01 4.28E-01 9.98E-01 4.29E-01 4.75E-01 1.11E+00
4.29E-01 3.92E-01 9.14E-01 4.29E-01 4.25E-01 9.90E-01
4.29E-01 4.64E-01 1.08E+00 4.29E-01 4.10E-01 9.55E-01
4.29E-01 4.65E-01 1.08E+00 4.29E-01 4.91E-01 1.14E+00
AVE 1.00 AVE 1.04
STDEV 0.11 STDEV 0.08
SQRT 2.83 SQRT 2.83
ERROR 0.04 ERROR 0.03
TTEST TTEST 0.40421
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
9.07E-01 1.07E+00 1.18E+00 9.07E-01 7.43E-01 8.18E-01
9.07E-01 1.04E+00 1.14E+00 9.07E-01 7.04E-01 7.76E-01
9.07E-01 9.96E-01 1.10E+00 9.07E-01 7.29E-01 8.03E-01
9.07E-01 9.78E-01 1.08E+00 9.07E-01 9.51E-01 1.05E+00
9.07E-01 6.58E-01 7.25E-01 9.07E-01 7.74E-01 8.53E-01
9.07E-01 7.67E-01 8.46E-01 9.07E-01 8.50E-01 9.36E-01
9.07E-01 7.94E-01 8.75E-01 9.07E-01 7.24E-01 7.98E-01
9.07E-01 9.56E-01 1.05E+00 9.07E-01 5.24E-01 5.77E-01
AVE 1.00 AVE 0.83
STDEV 0.16 STDEV 0.14
SQRT 2.83 SQRT 2.83
ERROR 0.06 ERROR 0.05
TTEST TTEST 0.03622
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
3.29E-01 3.33E-01 1.01E+00 3.29E-01 3.01E-01 9.17E-01
3.29E-01 3.20E-01 9.75E-01 3.29E-01 4.12E-01 1.25E+00
3.29E-01 4.08E-01 1.24E+00 3.29E-01 3.47E-01 1.05E+00
3.29E-01 3.35E-01 1.02E+00 3.29E-01 3.31E-01 1.01E+00
3.29E-01 2.78E-01 8.46E-01 3.29E-01 4.39E-01 1.34E+00
3.29E-01 1.96E-01 5.95E-01 3.29E-01 4.33E-01 1.32E+00
3.29E-01 3.63E-01 1.10E+00 3.29E-01 3.91E-01 1.19E+00
3.29E-01 3.96E-01 1.20E+00 3.29E-01 3.80E-01 1.16E+00
AVE 1.00 AVE 1.15
STDEV 0.21 STDEV 0.15
SQRT 2.83 SQRT 2.83













Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
6.68E-01 5.43E-01 8.14E-01 6.68E-01 7.38E-01 1.11E+00
6.68E-01 6.01E-01 9.01E-01 6.68E-01 8.58E-01 1.29E+00
6.68E-01 7.62E-01 1.14E+00 6.68E-01 8.67E-01 1.30E+00
6.68E-01 5.96E-01 8.93E-01 6.68E-01 7.48E-01 1.12E+00
6.68E-01 6.04E-01 9.05E-01 6.68E-01 8.26E-01 1.24E+00
6.68E-01 7.22E-01 1.08E+00 6.68E-01 7.63E-01 1.14E+00
6.68E-01 7.98E-01 1.20E+00 6.68E-01 7.25E-01 1.09E+00
6.68E-01 7.14E-01 1.07E+00 6.68E-01 8.18E-01 1.23E+00
AVE 1.00 AVE 1.19
STDEV 0.14 STDEV 0.08
SQRT 2.83 SQRT 2.83
ERROR 0.05 ERROR 0.03
TTEST TTEST 0.00554
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
4.67E-01 4.37E-01 9.34E-01 4.67E-01 5.08E-01 1.09E+00
4.67E-01 4.96E-01 1.06E+00 4.67E-01 4.58E-01 9.79E-01
4.67E-01 5.55E-01 1.19E+00 4.67E-01 4.77E-01 1.02E+00
4.67E-01 4.79E-01 1.03E+00 4.67E-01 4.32E-01 9.25E-01
4.67E-01 3.41E-01 7.30E-01 4.67E-01 4.19E-01 8.95E-01
4.67E-01 4.19E-01 8.96E-01 4.67E-01 3.71E-01 7.94E-01
4.67E-01 5.24E-01 1.12E+00 4.67E-01 3.47E-01 7.43E-01
4.67E-01 4.89E-01 1.05E+00 4.67E-01 3.52E-01 7.54E-01
AVE 1.00 AVE 0.90
STDEV 0.14 STDEV 0.13
SQRT 2.83 SQRT 2.83
ERROR 0.05 ERROR 0.04
TTEST TTEST 0.16133
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
4.81E-01 4.60E-01 9.56E-01 4.81E-01 5.38E-01 1.12E+00
4.81E-01 4.64E-01 9.66E-01 4.81E-01 5.62E-01 1.17E+00
4.81E-01 5.45E-01 1.13E+00 4.81E-01 5.50E-01 1.14E+00
4.81E-01 5.20E-01 1.08E+00 4.81E-01 6.05E-01 1.26E+00
4.81E-01 5.14E-01 1.07E+00 4.81E-01 6.67E-01 1.39E+00
4.81E-01 4.20E-01 8.74E-01 4.81E-01 6.11E-01 1.27E+00
4.81E-01 4.33E-01 9.02E-01 4.81E-01 6.02E-01 1.25E+00
4.81E-01 4.89E-01 1.02E+00 4.81E-01 5.84E-01 1.21E+00
AVE 1.00 AVE 1.23
STDEV 0.09 STDEV 0.09
SQRT 2.83 SQRT 2.83












Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
2.91E-01 2.46E-01 8.45E-01 2.91E-01 3.26E-01 1.12E+00
2.91E-01 2.91E-01 9.99E-01 2.91E-01 2.93E-01 1.01E+00
2.91E-01 3.23E-01 1.11E+00 2.91E-01 2.88E-01 9.90E-01
2.91E-01 2.61E-01 8.95E-01 2.91E-01 3.14E-01 1.08E+00
2.91E-01 2.90E-01 9.97E-01 2.91E-01 2.90E-01 9.95E-01
2.91E-01 2.85E-01 9.80E-01 2.91E-01 2.99E-01 1.03E+00
2.91E-01 3.44E-01 1.18E+00 2.91E-01 3.01E-01 1.03E+00
2.91E-01 2.89E-01 9.93E-01 2.91E-01 2.81E-01 9.66E-01
AVE 1.00 AVE 1.03
STDEV 0.11 STDEV 0.05
SQRT 2.83 SQRT 2.83
ERROR 0.04 ERROR 0.02
TTEST TTEST 0.52787
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
6.50E-01 5.33E-01 8.19E-01 6.50E-01 8.37E-01 1.29E+00
6.50E-01 6.40E-01 9.84E-01 6.50E-01 9.51E-01 1.46E+00
6.50E-01 6.72E-01 1.03E+00 6.50E-01 8.54E-01 1.31E+00
6.50E-01 6.89E-01 1.06E+00 6.50E-01 8.71E-01 1.34E+00
6.50E-01 7.68E-01 1.18E+00 6.50E-01 8.54E-01 1.31E+00
6.50E-01 6.03E-01 9.27E-01 6.50E-01 8.92E-01 1.37E+00
6.50E-01 6.62E-01 1.02E+00 6.50E-01 9.03E-01 1.39E+00
6.50E-01 6.35E-01 9.77E-01 6.50E-01 7.89E-01 1.21E+00
AVE 1.00 AVE 1.34
STDEV 0.10 STDEV 0.07
SQRT 2.83 SQRT 2.83
ERROR 0.04 ERROR 0.03
TTEST TTEST 0.00000
WT DIEDML
Ctrl Ave MQty/GAPDH Relative lev. Ctrl Ave MQty/GAPDHRelative lev.
5.43E-01 4.80E-01 8.85E-01 5.43E-01 5.19E-01 9.57E-01
5.43E-01 5.55E-01 1.02E+00 5.43E-01 6.97E-01 1.28E+00
5.43E-01 6.38E-01 1.18E+00 5.43E-01 5.52E-01 1.02E+00
5.43E-01 5.09E-01 9.37E-01 5.43E-01 5.77E-01 1.06E+00
5.43E-01 6.29E-01 1.16E+00 5.43E-01 7.01E-01 1.29E+00
5.43E-01 4.23E-01 7.80E-01 5.43E-01 6.23E-01 1.15E+00
5.43E-01 5.38E-01 9.91E-01 5.43E-01 5.90E-01 1.09E+00
5.43E-01 5.68E-01 1.05E+00 5.43E-01 4.81E-01 8.86E-01
AVE 1.00 AVE 1.09
STDEV 0.13 STDEV 0.14
SQRT 2.83 SQRT 2.83
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